(12) INTERNATIONAL APPLICATION PUBLISHED UNDER THE PATENT COOPERATION TREATY (PCT) 



(19) World Intellectual Property Organization 

International Bureau 




lillillilillllllillllililillilllllllillllilllllilli 



(43) International Publication Date (10) International Publication Number 

27 December 2002 (27.12.2002) pCT WO 02/102235 A2 



(51) International Patent Classification^: 



A6tB 



(21) International Application Number: PCTAJS02/ 19297 



(22) International Filing Date: 18 June 2002 (18.06,2002) 



(25) Filing Language: 



(26) Publication Language: 



English 



English 



(30) 



Priority Data: 

60/299,234 
60/315,287 
60/317,544 
60/350,666 
60/372,246 



18 June 2001 (18.06.2001) US 

27 August 2001 (27.08.2001) US 

5 September 2001 (05.09.2001) US 

13 November 2001 (13.1 1.2001) US 

12 April 2002 (12.04.2002) US 



(71) Applicant {for all designated States except US): EOS 
BIOTECHNOLOGY INC. [US/US]; 225A Gateway 
Boulevard, South San Francisco, CA 94080 (US). 

(72) Inventors; and 

(75) Inventors/Applicants (for US only): MACK, David, H, 

[US/US]; 2076 Monterey Avenue, Menlo Park, CA 94025 
(US). GISH, Kurt, C. [USAJS]; 40 Perego Terrace #2, San 
Francisco, CA 94131 (US). 



(74) Agents: BASTIAN, Kevin, L. et al.; Townsend and 
Townsend and Crew LLP, Two Embarcadero Center, 8th 
Floor, San Francisco, CA 941 1 1 (US). 

(81) Designated States (national): AE, AG, AL, AM, AT, AU, 
AZ, BA, BB, BG, BR, BY, BZ, CA, CH, CN, CO, CR, CU, 
CZ, DE, DK, DM. DZ, EC, EE, ES, B, GB, GD, GE, GH, 
GM, HR, HU, ID, IL, IN, IS, JP, KE, KG, KP, KR, KZ, LC, 
LK, LR, I^, LT, LU, LV, MA, MD, MG, MK, MN, MW, 
MX, MZ, NO, NZ, OM, PH, PL, FF, RO, RU, SD, SE, SG, 
SI, SK, SL, TJ, TM, TN, TR, TT, TZ, UA, UG, US, UZ, 
VN, YU, ZA, ZM, ZW. 

(84) Designated States (regional): ARIPO patent (GH, GM, 
KE, LS, MW, MZ, SD, SL, SZ, TZ, UG, ZM, ZW), 
Eurasian patent (AM, AZ, BY, KG, KZ, MD, RU, TJ, TM), 
European patent (AT, BE, CH, CY, DE, DK, ES, H, FR, 
GB, GR, IE, IT, LU, MC, NL, PT, SE, TR), OAPI patent 
(BF, BJ, CF, CG, CI, CM, GA, GN, GQ, GW, ML, MR, 
NE, SN, TD, TG). 

Published: 

— without international search report and to be republished 
upon receipt of that report 

For two-letter codes and other abbreviations, refer to the "Guid- 
ance Notes on Codes and Abbreviations" appearing at the begin- 
ning of each regular issue of the PCT Gazette. 



< 
IT) 

m 
n 

^ (54) Title: METHODS OF DIAGNOSIS OF OVARIAN CANCER, COMPOSITIONS AND METHODS OF SCREENING FOR 
<N MODULATORS OF OVARIAN CANCER 

o 

Q (57) Abstract: Described herein are genes whose expression are up- regulated or down-regulated in ovarian cancer. Related methods 
and compositions that can be used for diagnosis and treatment of ovarian cancer are disclosed. Also described herein are methods 
1^ that can be used to identify modulators of ovarian cancer. 



wo 02/102235 



PCTAJS02/19297 



METHODS OF DIAGNOSIS OF OVARIAN CANCER, COMPOSITIONS AND 
METHODS OF SCREENING FOR MODULATORS OF OVARIAN CANCER 

CROSS-REFERENCES TO RELATED APPLICATIONS. 
5 This appUcation is related to USSN 60/299,234, filed June 18, 2001; USSN 

60/315,287, filed August 27, 2001; USSN 60/317,544, filed September 5, 2001; USSN 
60/350,666, filed November 13, 2001; and USSN 60/372,246, filed April 12, 2002, each of 
which is incorporated herein by reference for all purposes. 

1 0 FIELD OF THE ESfVENTION 

The invention relates to the identification of nucleic acid and protein expression 
profiles and nucleic acids, products, and antibodies thereto that are involved m ovarian 
cancer; and to the use of such expression profiles and compositions in the diagnosis, 
prognosis, and therapy of ovarian cancer. The invention fiarther relates to methods for 

15 identifying and using agents and/or targets that inhibit ovarian cancer. 

BACKGROUND OF THE INVENTION 
Ovarian cancer is the sixth most common cancer in women, accounting for 6% of all 
female cancers. It ranks fifth as the cause of cancer death in women. The American Cancer 

20 Society predicts that there will be about 23,100 new cases of ovarian cancer in this country in 
the year 2000 and about 14,000 women will die of the disease. Because many ovarian 
cancers cannot be detected early in their development, they account for a disproportionate 
number of fatal cancers, being responsible for almost half the deaths firom cancer of the 
female genital tract; more deaths than any other reproductive organ cancer, 

25 Most patients with epithelial ovarian cancer, the predominant form, are asymptomatic 

in early-stage disease and usually present with stage III or IV disease. Their five-year 
siffvival is less than 25%, with lower survival among Afiican-American women. The 
minority of patients discovered with early-stage disease have a five-year survival rate of 
80%-90%. See, Parker, et. al., (1997) "Cancer Statistics, 1997" CA Cancer J. Clin. 47:5-27. 

30 In the absence of a family history of ovarian cancer, lifetime risk of ovarian cancer is 

1/70. Risk factors include familial cancer syndromes (risk of up to 82% by age 70 in women 

1 
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with hereditary breast/ovarian syndrome); family history (1.4% lifetime risk with no affected 
relatives, 5% with one affected relative, 7% with two affected relatives; KerUkowslce, et.al. 
(1992) Obstet. Gvnecol. 80:700-707); nulliparity; advancing age; obesity; personal history of 
breast, endometrial, or colorectal cancer; fewer pregnancies; or older age (>35 years) at first 
5 pregnancy. However, 95% of all ovarian cancers occur in women without risk factors. Use 
of hormonal contraceptives, oophorectomy, and tubal sterilization reduce risk of ovarian 
cancer (Kerlikowske, et. al. (1992) Obstet. Gvnecol. 80:700-707; Grimes (1992) Am J. 
Obstet. Gvnecol. 166:1950-1954; Hankinson, et. al. (1993) JAMA 270:2813-2818); however, 
even bilateral oophorectomy may not be completely effective in preventing ovarian cancer. 

10 Treatment of ovarian cancer consists largely of surgical oophorectomy, anti-hormone 

therapy, and/or chemotherapy. Although many ovarian cancer patients are effectively 
treated, the current therapies can all induce serious side effects which diminish quality of life. 
Deciding on a particular course of treatment is typically based on a variety of prognostic 
parameters and markers (Fitzgibbons, et al. (2000) Arch. Pathol. Lab. Med. 124:966-978; 

1 5 Hamilton and Piccart (2000) Ann. Oncol. 1 1 :647-663), including genetic predisposition 
markers BRCA-1 and BRCA-2 (Robson (2000) J. Clin. Oncol. 18:1 13sup-l 18sup). 

The identification of novel therapeutic targets and diagnostic markers is essential for 
improving the current treatment of ovarian cancer patients. Recent advances in molecular 
medicine have increased the interest in tumor-specific cell surface antigens that could serve 

20 as targets for various immunotherapeutic or small molecule strategies. Antigens suitable for 
immimotherapeutic strategies should be highly expressed in cancer tissues and ideally not 
expressed in normal adult tissues. Expression in tissues that are dispensable for life, 
however, may be tolerated. Examples of such antigens include Her2/neu and the B-cell 
antigen CD20. Hiunanized monoclonal antibodies directed to Her2/neu 

25 (Herceptin®/trastuzumab) are currently in use for the treatment of metastatic breast cancer. 
Ross and Fletcher (1998) Stem Cells 16:413-428. Similarly, anti-CD20 monoclonal 
antibodies (Rituxin®/rituximab) are used to effectively treat non-Hodgkin's lymphoma, 
Maloney, et al (1997) Blood 90:2188-2195; Leget and Czuczman (1998) Cun:. Opin. Oncol. 
10:548-551. 

30 Potential immunotherapeutic targets have been identified for ovarian cancer. One 

such target is polymorphic epithelial mucin (MUCl). MUCl is a transmembrane protein, 
present at the apical surface of glandular epithelial cells. It is often overexpressed in ovarian 
cancer, and typically exhibits an altered glycosylation pattern, resulting in an antigenically 
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distinct molecule, and is in early clinical trials as a vaccine target. Gilewski, et al. (2000) 
Clin. Cancer Res. 6:1693-1701; Scholl, et al. (2000) J. Immunother. 23:570-580. fhe tumor- 
expressed protein is often cleaved into the circulation, where it is detectable as the tumor 
marker, CA 15-3. See, e.g.. Bon, et al. (1997) Clin. Chem. 43:585-593. However, many 
5 patients have tumors that express neither HER2 nor MUC-1; therefore, it is clear that other 
targets need to be identified to manage locaUzed and metastatic disease. 

Mutations in both BRCAl and BRCA2 are associated with increased susceptibility to 
ovarian cancer. Mutations in BRCAl occur in approximately 5 percent (95 percent 
confidence interval, 3 to 8 percent) of women in whom ovarian cancer is diagnosed before 

10 the age of 70 years. See Stratton, et al. (1997) N.E.J. Med. 336:1 125-1 130. And, in BRCAl 
gene carriers, the risk for developing ovarian cancer is .63. See Easton (1995) Am. J. Hum. 
Genet. 56:267-xxx; and Elit (2001) Can. Fam. Phvsician 47:778-84. 

Other biochemical markers such as CA125 have been reported to be associated with 
ovarian cancer, but they are not absolute indicators of disease. Although roughly 85% of 

15 \vomen with clinically apparent ovarian cancer have increased levels of CA125, CA125 is 
also increased during tiie first trimester of pregnancy, during menstruation, in the presence of 
non-cancerous illnesses, and in cancers of other sites. 

While industry and academia have identified novel gene sequences, there has not been 
an equal effort exerted to identify the function of these novel sequences. The elucidation of a 

20 role for novel proteins and compounds in disease states for identification of therapeutic 
targets and diagnostic markers is essential for improving the current treatment of ovarian 
cancer patients. Accordingly, provided herein are molecular targets for therapeutic 
intervention in ovarian and other cancers. Additionally, provided herein are methods that can 
he used in diagnosis and prognosis of ovarian cancer. Further provided are methods that can 

25 be used to screen candidate bioactive agents for the ability to modulate ovarian cancer. 



3 
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SUMMARY OF THE INVENTION 
The present invention therefore provides nucleotide sequences of genes that are up- 
and down-regulated in ovarian cancer cells. Such genes are useful for diagnostic purposes, 
and also as targets for screening for therapeutic compounds that modulate ovarian cancer, 
5 such as hormones or antibodies. The methods of detecting nucleic acids of the invention or 
their encoded proteins can be used for many purposes, e.g., early detection of ovarian 
cancers, monitoring and early detection of relapse following treatment, monitoring response 
to therapy, selecting patients for postoperative chemotherapy or radiation therapy, selecting 
therapy, determining tumor prognosis, treatment, or response to treatment (of primary or 
10 metastatic tumors), and early detection of pre-cancerous lesions. Other aspects of the 
invention will become apparent to the skilled artisan by the following description of the 
invention. 

In one aspect, the present invention provides a method of detecting an ovarian cancer- 
associated transcript in a cell from a patient, the method comprising contacting a biological 
15 sample from the patient with a polynucleotide that selectively hybridizes to a sequence at 
least 80% identical to a sequence as shown in Tables 1-26. 

In one embodiment, the present invention provides a method of determining the level 
of an ovarian cancer associated transcript in a cell from a patient. 

In one embodiment, the present invention provides a method of detecting an ovarian 
20 cancer-associated transcript in a cell from a patient, the method comprising contacting a 
biological sample from the patient with a polynucleotide that selectively hybridizes to a 
sequence at least 80% identical to a sequence as shown in Tables 1-26. 

In one embodiment, the polynucleotide selectively hybridizes to a sequence at least 
95% identical to a sequence as shown in Tables 1-26. 
25 In one embodiment, the biological sample is a tissue sample. In another embodiment, 

the biological sample comprises isolated nucleic acids, e.g., mRNA. 

In one embodiment, the polynucleotide is labeled, e.g., with a fluorescent label. 
In one embodiment, the polynucleotide is immobilized on a solid surface. 
In one embodiment, the patient is undergoing a therapeutic regimen to treat ovarian 
30 cancer. In another embodiment, the patient is suspected of having metastatic ovarian cancer. 
In one embodiment, the patient is a human. 

In one embodiment, the ovarian cancer associated transcript is mRNA. 

In one embodiment, the method further comprises the step of amplifying nucleic acids 
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before the step of contacting the biological sample with the polynucleotide. 

In another aspect, the present invention provides a method of monitoring the efficacy 
of a therapeutic treatment of ovarian cancer, the method comprising the steps of: (i) providing 
a biological sample from a patient undergoing the therapeutic treatment; and (ii) determining 
5 the level of an ovarian cancer-associated transcript in the biological sample by contacting the 
biological sample with a polynucleotide that selectively hybridizes to a sequence at least 80% 
identical to a sequence as shown in Tables 1-26, thereby monitoring the efficacy of the 
therapy. In a further embodiment, the patient has metastatic ovarian cancer. In a further 
embodiment, the patient has a drug resistant form of ovarian cancer. 
10 In one embodiment, the method further comprises the step of: (iii) comparing the 

level of the ovarian cancer-associated transcript to a level of the ovarian cancer-associated 
transcript in a biological sample from the patient prior to, or earlier in, the therapeutic 
treatment. 

Additionally, provided herein is a method of evaluating the effect of a candidate 
15 ovarian cancer drug comprising administering the drug to a patient and removing a cell 

sample from the patient. The expression profile of the cell is then determined. This method 
may further comprise comparing the expression profile to an expression profile of a healthy 
individual. In a preferred embodiment, said expression profile includes a gene of Tables 1- 
26. 

20 In one aspect, the present invention provides an isolated nucleic acid molecule 

consisting of a polynucleotide sequence as shown in Tables 1-26. 

In one embodiment, an expression vector or cell comprises the isolated nucleic acid. 
In one aspect, the present invention provides an isolated polypeptide which is encoded 
hy a nucleic acid molecule having polynucleotide sequence as shown in Tables 1-26. 
25 In another aspect, the present invention provides an antibody that specifically binds to 

an isolated polypeptide which is encoded by a nucleic acid molecule having polynucleotide 
sequence as shown in Tables 1-26, 

In one embodiment, the antibody is conjugated to an effector component, e.g., a 
fluorescent label, a radioisotope or a cytotoxic chemical. 
30 In one embodiment, the antibody is an antibody fragment. In another embodiment, 

the antibody is hiunanized. 

In one aspect, the present invention provides a method of detecting an ovarian cancer 
cell in a biological sample from a patient, the method comprising contacting the biological 
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sample with an antibody as described herein. 

In another aspect, the present invention provides a method of detecting antibodies 
specific to ovarian cancer in a patient, the method comprising contacting a biological sample 
from the patient with a polypeptide encoded by a nucleic acid comprising a sequence firom 
5 Tables 1-26. 

In another aspect, the present invention provides a method for identifying a compound 
that modulates an ovarian cancer-associated polypeptide, the method comprising the steps of: 
(i) contacting the compound with an ovarian cancer-associated polypeptide, the polypeptide 
encoded by a polynucleotide that selectively hybridizes to a sequence at least 80% identical 
10 to a sequence as shown in Tables 1-26; and (ii) determining the functional effect of the 
compound upon the polypeptide. 

In one embodiment, the functional effect is a physical effect, an enzymatic effect, or a 
chemical effect. 

In one embodiment, the polypeptide is expressed in a eukaryotic host cell or cell 
15 membrane. In another embodiment, the polypeptide is recombinant. 

In one embodiment, the functional effect is determined by measuring ligand binding 
to the polypeptide. 

In another aspect, the present invention provides a method of inhibiting proliferation 
of an ovarian cancer-associated cell to treat ovarian cancer in a patient, the method 

20 comprising the step of administering to the subject a therapeutically effective amount of a 
compound identified as described herein. 

In one embodiment, the compound is an antibody. 
In another aspect, the present invention provides a drug screening assay comprising the steps 
of: (i) administering a test compound to a mammal having ovarian cancer or to a cell sample 

25 isolated from; (ii) comparing the level of gene expression of a polynucleotide that selectively 
hybridizes to a sequence at least 80% identical to a sequence as shown in Tables 1-26 in a 
treated cell or mammal with the level of gene expression of the polynucleotide in a control 
cell sample or mammal, wherein a test compound that modulates the level of expression of 
the polynucleotide is a candidate for the treatment of ovarian cancer. 

30 In one embodiment, the control is a mammal with ovarian cancer or a cell sample that 

has not been treated with the test compound. In another embodiment, the control is a normal 
cell or mammal, or is non-malignant tissue. 

In one embodiment, the test compound is administered in varying amoxmts or 
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concentrations. In another embodiment, the test compound is administered for varying time 
periods. In another embodiment, the comparison can occur after addition or removal of the 
drug candidate. 

In one embodiment, the levels of a plurality of polynucleotides that selectively 
5 hybridize to a sequence at least 80% identical to a sequence as shown in Tables 1-26 are 
individually compared to their respective levels in a control cell sample or mammal. In a 
preferred embodiment the plurality of polynucleotides is from three to ten. 

In another aspect, the present invention provides a method for treating a mammal 
having ovarian cancer comprising administering a compound identified by the assay 
10 described herein. 

In another aspect, the present invention provides a pharmaceutical composition for treating a 
mammal having ovarian cancer, the composition comprising a compound identified by the 
assay described herein and a physiologically acceptable excipient. 

In one aspect, the present invention provides a method of screening drug candidates 

15 by providing a cell expressing a gene that is up- and down-regulated as in an ovarian cancer. 
In one embodiment, a gene is selected from Tables 1-26. The method further includes 
adding a drug candidate to the cell and determining the effect of the drug candidate on the 
expression of the expression profile gene. 

In one embodiment, the method of screening drug candidates includes comparing the 

20 level of expression in the absence of the drug candidate to the level of expression in the 
presence of the drug candidate, wherein the concentration of the drug candidate can vary 
when present, and wherein the comparison can occur after addition or removal of the drug 
candidate. In a preferred embodiment, the cell expresses at least two expression profile 
genes. The profile genes may show an increase or decrease. 

25 Also provided is a method of evaluating the effect of a candidate ovarian cancer drug 

comprising administering the drug to a transgenic animal expressing or over-expressing the 
ovarian cancer modulatory, protein, or an animal lacking the ovarian cancer modulatory 
protein, for example as a result of a gene knockout. 

Moreover, provided herein is a biochip comprising one or more nucleic acid segments 

30 of Tables 1-26, wherein the biochip comprises fewer than 1000 nucleic acid probes. 

Preferably, at least two nucleic acid segments are included. More preferably, at least three 
nucleic acid segments are included. 

Furthermore, a method of diagnosing a disorder associated with ovarian cancer is 
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provided. The method comprises determining the expression of a gene of Tables 1-26 in a 
first tissue type of a first individual, and comparing the distribution to the expression of the 
gene fi*om a second normal tissue type firom the first individual or a second unaffected 
individual. A difference in the expression indicates that the first individual has a disorder 
5 associated with ovarian cancer. 

In a further embodiment, the biochip also includes a polynucleotide sequence of a 
gene that is not up- and down-regulated in ovarian cancer. 

In one embodiment a method for screening for a bioactive agent capable of interfering 
with the binding of an ovarian cancer modulating protein (ovarian cancer modulatory protein) 

10 or a firagment thereof and an antibody which binds to said ovarian cancer modulatory protein 
or firagment thereof. In a preferred embodiment, the method comprises combining an ovarian 
cancer modulatory protein or firagment thereof, a candidate bioactive agent and an antibody 
which binds to said ovarian cancer modulatory protein or firagment thereof. The method 
fiurther includes determining the binding of said ovarian cancer modulatory protein or 

15 firagment thereof and said antibody. Wherein there is a change in binding, an agent is 

identified as an interfering agent. The interfering agent can be an agonist or an antagonist. 
Preferably, the agent inhibits ovarian cancer. 

Also provided herein are methods of eUciting an immune response in an individual. 
In one embodiment a method provided herein comprises administering to an individual a 

20 composition comprising an ovarian cancer modulating protein, or a firagment thereof In 
another embodiment, the protein is encoded by a nucleic acid selected fi^m those of Tables 
1-26. 

Further provided herein are compositions capable of eliciting an immune response in 
an individxial. In one embodiment, a composition provided herein comprises an ovarian 
25 cancer modulating protein, preferably encoded by a nucleic acid of Table 1-26 or a firagment 
thereof, and a pharmaceutically acceptable carrier. In another embodiment, said composition 
comprises a nucleic acid comprising a sequence encoding an ovarian cancer modulating 
protein, preferably selected from the nucleic acids of Tables 1-26, and a pharmaceutically 
acceptable carrier. 

30 Also provided are methods of neutralizing the effect of an ovarian cancer protein, or a 

firagment thereof, comprising contacting an agent specific for said protein with said protein in 
an amoimt suflBcient to effect neutralization. In another embodiment, the protein is encoded 
by a nucleic acid selected fipom those of Tables 1-26. 
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In another aspect of the invention, a method of treating an individual for ovarian 
cancer is provided. In one embodiment, the method comprises administering to said 
individual an inhibitor of an ovarian cancer modulating protein. In another embodiment, the 
method comprises administering to a patient having ovarian cancer an antibody to an ovarian 
5 cancer modulating protein conjugated to a therapeutic moiety. Such a therapeutic moiety can 
be a cytotoxic agent or a radioisotope. 



9 
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DETAILED DESCRIPTION OF THE INVENTION 
In accordance with the objects outlined above, the present invention provides novel 
methods for diagnosis and prognosis evaluation for ovarian cancer (OC), including metastatic 
ovarian cancer, as well as methods for screening for compositions which modulate ovarian 
5 cancer. Also provided are methods for treating ovarian cancer and related conditions, e.g., 
ovarian carcinoma (e.g., epithelial (including malignant serous tumors, malignant mucinous 
tumors, and malignant endometrioid tumors), germ cell (including teratomas', 
choriocarcinomas, polyembryomas, embryonal carcinoma, endodermal sinus tumor, 
dysgerminoma, and gonadoblastoma), and stromal carcinomas (e.g., granulosal stromal cell 
10 tumors)), fallopian tube carcinoma, and peritoneal carcinoma. 

Tables 1-26 provide unigene cluster identification numbers for the nucleotide 
sequence of genes that exhibit increased or decreased expression in ovarian cancer samples. 
Tables 1-26 also provide an exemplar accession number that provides a nucleotide sequence 
that is part of the unigene cluster. 

15 

Definitions 

The term "ovarian cancer protein" or "ovarian cancer polynucleotide" or "ovarian 
cancer-associated transcript" refers to nucleic acid and polypeptide polymorphic variants, 
alleles, mutants, and interspecies homologues that: (1) have a nucleotide sequence that has 

20 greater than about 60% nucleotide sequence identity, 65%, 70%, 75%, 80%, 85%, 90%, 
preferably 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, or 99% or greater nucleotide 
sequence identity, preferably over a region of over a region of at least about 25, 50, 100, 200, 
500, 1000, or more nucleotides, to a nucleotide sequence of or associated with a gene of 
Tables 1-26; (2) bind to antibodies, e.g., polyclonal antibodies, raised against an immimogen 

25 comprising an amino acid sequence encoded by a nucleotide sequence of or associated with a 
gene of Tables 1-26, and conservatively modified variants thereof; (3) specifically hybridize 
under stringent hybridization conditions to a nucleic acid sequence, or the complement 
thereof of Tables 1-26 and conservatively modified variants thereof; or (4) have an amino 
acid sequence that has greater than about 60% amino acid sequence identity, 65%, 70%, 75%, 

30 80%, 85%, 90%, preferably 91%, 92%, 93%, 94%, 95%. 96%, 97%, 98%, or 99% or greater 

amino sequence identity, preferably over a region of over a region of at least about 25, 50, 

100, 200, 500, 1000, or more anrnio acid, to an amino acid sequence encoded by a nucleotide 

sequence of or associated with a gene of Tables 1-26. A polynucleotide or polypeptide 

10 
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sequence is typically from a mammal including, but not limited to, primate, e.g., human; 
rodent, e.g., rat, mouse, hamster; cow, pig, horse, sheep, or other mammal. An "ovarian 
cancer polypeptide" and an "ovarian cancer polynucleotide," include both naturally occurring 
or recombinant forms. 

5 A "full length" ovarian cancer protein or nucleic acid refers to an ovarian cancer 

polypeptide or polynucleotide sequence, or a variant thereof, that contains all of the elements 
normally contained in one or more naturally occurring, wild type ovarian cancer 
polynucleotide or polypeptide sequences. The *full length" may be prior to, or after, various 
stages of post-translation processing or splicing, including altemative splicing. 

10 "Biological sample" as used herein is a sample of biological tissue or fluid that 

contains nucleic acids or polypeptides, e.g., of an ovarian cancer protein, polynucleotide or 
transcript. Such samples include, but are not limited to, tissue isolated from primates, e.g., 
himians, or rodents, e.g., mice, and rats. Biological samples may also include sections of 
tissues such as biopsy and autopsy samples, frozen sections taken for histologic pmposes, 

15 blood, plasma, serum, sputum, stool, tears, mucus, hair, skin, etc. Biological samples also 
include explants and primary and/or transformed cell cultures derived from patient tissues. A 
biological sample is typically obtained from a eukaryotic organism, most preferably a 
mammal such as a primate e.g., chimpanzee or human; cow; dog; cat; a rodent, e.g., guinea 
pig, rat, mouse; rabbit; or a bird; reptile; or fish. Livestock and domestic animals are of 

20 particular interest. 

"Providing a biological sample" means to obtain a biological sample for use in 
methods described in this invention. Most often, this will be done by removing a sample of 
cells from an animal, but can also be accomplished by using previously isolated cells (e.g., 
isolated by another person, at another time, and/or for another purpose), or by performing the 

25 methods of the invention in vivo. Archival tissues, having treatment or outcome history, will 
be particularly usefiil. 

The terms "identical" or percent "identity," in the context of two or more nucleic 
acids or polypeptide sequences, refer to two or more sequences or subsequences that are the 
same or have a specified percentage of amino acid residues or nucleotides that are the same 

30 (e.g., about 60% identity, preferably 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%, 94%, 

95%, 96%, 97%, 98%, 99%, or higher identity over a specified region, when compared and 

aligned for maximum correspondence over a comparison window or designated region) as 

measured using a BLAST or BLAST 2.0 sequence comparison algorithms with default 

11 
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parameters described below, or by manual alignment and visual inspection (see, e.g., NCBI 
web site http;//www.ncbi.nlm.nih.gov/BLAST/ or the like). Such sequences are then said to 
be "substantially identical." This definition also refers to, or may be applied to, the 
compliment of a test sequence. The definition also includes sequences that have deletions 
5 and/or additions, as well as those that have substitutions, as well as natiurally occurring, e.g., 
polymorphic or allelic variants, and man-made variants. As described below, the preferred 
algorithms can account for gaps and the like. Preferably, identity exists over a region that is 
at least about 25 amino acids or nucleotides in length, or more preferably over a region that is 
50-100 amino acids or nucleotides in length. 

1 0 For sequence comparison, typically one sequence acts as a reference sequence, to 

which test sequences are compared. When using a sequence comparison algorithm, test and 
reference sequences are entered into a computer, subsequence coordinates are designated, if 
necessary, and sequence algorithm program parameters are designated. Preferably, default 
program parameters can be used, or altemative parameters can be designated. The sequence 

15 comparison algorithm then calculates the percent sequence identities for the test sequences 
relative to the reference sequence, based on the program parameters. 

A "comparison window", as used herein, includes reference to a segment of one of the 
number of contiguous positions selected &om the group consisting typically of from 20 to 
600, usually about 50 to about 200, more usually about 100 to about 150 in which a sequence 

20 may be compared to a reference sequence of the same number of contiguous positions after 
the two sequences are optimally aligned. Methods of alignment of sequences for comparison 
are well-known in the art. Optimal aligmnent of sequences for comparison can be conducted, 
e.g., by the local homology algorithm of Smith and Waterman (1981) Adv. Appl. Math. 
2:482-489, by the homology ahgnment algorithm of Needleman and Wunsch (1970) J. MoL 

25 Biol. 48:443-453, by the search for similarity method of Pearson and Lipman (1988) Proc. 
Nat'L Acad. Sci. USA 85:2444-2448, by computerized implementations of these algorithms 
(GAP, BESTFIT, FASTA, and TFASTA in the Wisconsin Genetics Software Package, 
Genetics Computer Group, 575 Science Dr., Madison, WI), or by manual alignment and 
visual inspection (see, e,g., Ausubel, et al. (eds. 1995 and supplements) Current Protocols in 

30 Molecular Biology Lippincott. 

Preferred examples of algorithms that are suitable for determining percent sequence 

identity and sequence similarity include the BLAST and BLAST 2.0 algorithms, which are 

described in Altschul, et al. (1977) Nuc. Acids Res. 25:3389-3402 and Altschul, et al. (1990) 
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J. Mol. Biol. 215:403-410. BLAST and BLAST 2,0 are used, with the parameters described 
herein, to determine percent sequence identity for the nucleic acids and proteins of the 
invention. Software for performing BLAST analyses is publicly available through the 
National Center for Biotechnology Information (http://www.ncbi.nlm.mh.gov/). This 
5 algorithm involves first identifying high scoring sequence pairs (HSPs) by identifying short 
words of length W in the query sequence, which either match or satisfy some positive-valued 
threshold score T when aligned with a word of the same length in a database sequence. T is 
referred to as the neighborhood word score threshold (Altschul, et al., supra). These initial 
neighborhood word hits act as seeds for initiating searches to fmd longer HSPs containing 

10 them. The word hits are extended in both directions along each sequence for as far as the 
cumulative alignment score can be increased. Cumulative scores are calculated using, e.g., 
for nucleotide sequences, the parameters M (reward score for a pair of matching residues; 
always > 0) and N (penalty score for mismatching residues; always < 0). For amino acid 
sequences, a scoring matrix is used to calculate the cumulative score. Extension of the word 

15 hits in each direction are halted when: the cumulative ahgmnent score falls off by the 

quantity X fi^om its maximum achieved value; the cumulative score goes to zero or below, 
due to the accumulation of one or more negative-scoring residue alignments; or the end of 
either sequence is reached. The BLAST algorithm parameters W, T, and X determine the 
sensitivity and speed of the alignment. The BLASTN program (for nucleotide sequences) 

20 uses as defaults a wordlength (W) of 1 1, an expectation (E) of 10, M=5, N=-4 and a 
comparison of both strands. For amino acid sequences, the BLASTP program uses as 
defaults a word length of 3, and expectation (E) of 10, and the BLOSUM62 scoring matrix 
(see Henikoff and Henikoff (1989) Proc. Naf 1 Acad. Sci. USA 89:10915-919) aUgnments (B) 
of 50, expectation (E) of 10, M=5, N=-4, and a comparison of both strands, 

25 The BLAST algorithm also performs a statistical analysis of the similarity between 

two sequences (see, e.g., Karlin and Altschul (1993) Proc. NatU Acad. Sci. USA 90:5873- 
5887). One measure of similarity provided by the BLAST algorithm is the smallest sum 
probability (P(N))j which provides an indication of the probability by which a match between 
two nucleotide or amino acid sequences would occur by chance. For example, a nucleic acid 

30 is considered similar to a reference sequence if the smallest simi probability in a comparison 
of the test nucleic acid to the reference nucleic acid is less than about 0.2, more preferably 
less than about 0.01, and most preferably less than about 0.001 . Log values may be large 
negative numbers, e.g., 5, 10, 20, 30, 40, 40, 70, 90, 110, 150, 170, etc. 
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An indication that two nucleic acid sequences or polypeptides are substantially 
identical is that the polypeptide encoded by the first nucleic acid is immunologicany cross 
reactive with the antibodies raised against the polypeptide encoded by the second nucleic 
acid, as described below. Thus, a polypeptide is typically substantially identical to a second 
5 polypeptide, e.g., where the two peptides differ only by conservative substitutions. Another 
indication that two nucleic acid sequences are substantially identical is that the two molecules 
or their complements hybridize to each other under stringent conditions, as described below. 
Yet another indication that two nucleic acid sequences are substantially identical is that the 
same primers can be used to amplify the sequences. 

10 A 'liost cell" is a natiurally occurring cell or a transformed cell that contains an 

expression vector and supports the replication or expression of the expression vector. Host 
cells may be cultured cells, explants, cells in vivo, and the like. Host cells may be 
prokaryotic cells such as E. coli, or eukaryotic cells such as yeast, insect, amphibian, or 
mammalian cells, such as CHO, HeLa, and the like (see, e.g., the American Type Culture 

1 5 Collection catalog or web site, www.atcc.org). 

The terms "isolated " "purified," or "biologically pure" refer to material that is 
substantially or essentially free j&om components that normally accompany it as found in its 
native state. Purity and homogeneity are typically determined using analytical chemistry 
techniques such as polyacrylamide gel electrophoresis or high performance liquid 

20 chromatography. A protein or nucleic acid that is the predominant species present in a 

preparation is substantially purified. In particular, an isolated nucleic acid is separated firom 
some open reading fi-ames that naturally flank the gene and encode proteins other than protein 
encoded by the gene. The term "purified" in some embodiments denotes that a nucleic acid 
or protein gives rise to essentially one band in an electrophoretic gel. Preferably, it means 

25 that the nucleic acid or protein is at least 85% pure, more preferably at least 95% pure, and 
most preferably at least 99% pure. "Purify" or "purification" in other embodiments means 
removing at least one contaminant firom the composition to be purified. In this sense, 
purification does not require that the purified compound be homogenous, e.g., 100% pure. 
The terms "polypeptide," "peptide" and "protein" are used interchangeably herein to 

30 refer to a polymer of amino acid residues. The terms apply to amino acid polymers in which 

one or more amino acid residue is an artificial chemical mimetic of a corresponding naturally 

occurring amino acid, as well as to naturally occurring amino acid polymers, those containing 

modified residues, and non-naturally occurring amino acid polymers. 
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The term "amino acid" refers to naturally occurring and synthetic amino acids, as well 
as amino acid analogs and amino acid mimetics that function similarly to the naturally 
occurring amino acids. Naturally occurring amino acids are those encoded by the genetic 
code, as well as those amino acids that are later modified, e.g., hydroxyproline, y- 
5 carboxyglutamate, and 0-phosphoserine. Amino acid analogs refers to compounds that have 
the same basic chemical structure as a naturally occurring amino acid, e.g., an a carbon that is 
bound to a hydrogen, a carboxyl group, an amino group, and an R group, e.g., homoserine, 
norleucine, methionine sulfoxide, methionine methyl sulfonium. Such analogs may have 
modified R groups (e.g., norleucine) or modified peptide backbones, but retain the same basic 

1 0 chemical structure as a naturally occurring amino acid. Amino acid mimetics refers to 
chemical compounds that have a structure that is different fi-om the general chemical 
structure of an amino acid, but that fimctions similarly to a naturally occurring amino acid. 

Amino acids may be referred to herein by either their commonly known three letter 
symbols or by the one-letter symbols recommended by the RIPAC-IUB Biochemical 

1 5 Nomenclature Commission. Nucleotides, likewise, may be referred to by their commonly ' 
accepted single-letter codes. 

"Conservatively modified variants" applies to both amino acid and nucleic acid 
sequences. With respect to particular nucleic acid sequences, conservatively modified 
variants refers to those nucleic acids which encode identical or essentially identical amino 

20 acid sequences, or where the nucleic acid does not encode an amino acid sequence, to 
essentially identical or associated, e.g., naturally contiguous, sequences. Because of the 
degeneracy of the genetic code, a large nimiber of fimctionally identical nucleic acids encode 
most proteins. For instance, the codons GCA, GCC, GCG, and GCU all encode the amino 
acid alanine. Thus, at every position where an alanine is specified by a codon, the codon can 

25 be altered to another of the corresponding codons described without altering the encoded 
polypeptide. Such nucleic acid variations are "silent variations," which are one species of 
conservatively modified variations. Every nucleic acid sequence herein which encodes a 
polypeptide also describes silent variations of the nucleic acid. In certain contexts each 
codon in a nucleic acid (except AUG, which is ordinarily the only codon for methionine, and 

30 TGG, which is ordinarily the only codon for tryptophan) can be modified to yield a 

fimctionally identical molecule. Accordingly, a silent variation of a nucleic acid which 

encodes a polypeptide is implicit in a described sequence with respect to the expression 

product, but not necessarily with respect to actual probe sequences. 
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As to amino acid sequences, one of skill will recognize that individual substitutions, 
deletions, or additions to a nucleic acid, peptide, polypeptide, or protein sequence which 
alters, adds, or deletes a single amino acid or a small percentage of amino acids in the 
encoded sequence is a "conservatively modified variant" where the alteration results in the 
5 substitution of an amino acid with a chemically similar amino acid. Conservative substitution 
tables providing functionally similar amino acids are well known in the art. Such 
conservatively modified variants are in addition to and do not exclude polymorphic variants, 
interspecies homologs, and alleles of the invention. Typically conservative substitutions for 
one another: 1) Alanine (A), Glycine (G); 2) Aspartic acid (D), Glutamic acid (E); 3) 
10 Asparagine (N), Glutamine (Q); 4) Arginine (R), Lysine (K); 5) Isoleucine (I), Leucine (L), 
Methionine (M), Valine (V); 6) Phenylalanine (F), Tyrosine (Y), Tryptophan (W); 7) Serine 
(S), Threonine (T); and 8) Cysteine (C), Methionine (M) (see, e.g., Creighton (1984) 
Proteins Freeman). 

Macromolecular structures such as polypeptide structures can be described in terms of 

15 various levels of organization. For a general discussion of this organization, see, e.g., 

Alberts, et al. (2001) Molecular Biology of the Cell (4th ed.) Garland Pub.; and Cantor and 
Schimmel (1980) Biophvsical Chemistrv Part I: The Conformation of Biolo^cal 
Macromolecules Freeman. "Primary structure" refers to the amino acid sequence of a 
particular peptide. "Secondary structure" refers to locally ordered, three dimensional 

20 structures within a polypeptide. These structures are commonly known as domains. 

Domains are portions of a polypeptide that often form a compact unit of the polypeptide and 
are typically 25 to approximately 500 amino acids long. Typical domains are made up of 
sections of lesser organization such as stretches of P-sheet and a-helices. "Tertiary structure" 
refers to the complete three dimensional structure of a polypeptide monomer. "Quatemary 

25 structure" refers to the three dimensional structure formed, usually by the non-covalent 

association of independent tertiary units. Anisotropic terms are also known as energy terms. 

"Nucleic acid" or "oligonucleotide" or "polynucleotide" or grammatical equivalents 
used herein means at least two nucleotides covalently linked together. OUgonucleotides are 
typically fi-om about 5, 6, 7, 8, 9, 10, 12, 15, 25, 30, 40, 50, or more nucleotides in length, up 

30 to about 100 nucleotides in length. Nucleic acids and polynucleotides are a polymers of any 
length, including longer lengths, e.g., 200, 300, 500, 1000, 2000, 3000, 5000, 7000, 10,000, 
etc. A nucleic acid of the present invention will generally contain phosphodiester bonds, 
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although in some cases, nucleic acid analogs are included that may have at least one different 
linkage, e.g., phosphoramidate, phosphorothioate, phosphorodithioate, or O- 
methylphosphoroamidite linkages (see Eckstein (1992) Oligonucleotides and Analogues: A 
Practical Approach Oxford University Press); and peptide nucleic acid backbones and 
5 linkages. Other analog nucleic acids include those with positive backbones; non-ionic 
backbones, and non-ribose backbones, including those described in U.S. Patent Nos. 
5,235,033 and 5,034,506, and Chapters 6 and 7 of Sanghvi and Cook (eds, 1994) 
Carbohydrate Modifications in Antisense Research ASC Symposium Series 580. Nucleic 
acids containing one or more carbocyclic sugars are also included within one definition of 

10 nucleic acids. Modifications of the ribose-phosphate backbone may be done for a variety of 
reasons, e.g., to increase the stability and half-life of such molecules in physiological 
environments or as probes on a biochip. Mixtures of natiu-ally occurring nucleic acids and 
analogs can be made; altematively, mixtures of different nucleic acid analogs, and inixtxu*es 
of naturally occurring nucleic acids and analogs may be made. 

15 A variety of references disclose such nucleic acid analogs, including, e.g., 

phosphoramidate (Beaucage, et al. (1993) Tetrahedron 49:1925-1963 and references therein; 
Letsinger (1970) J. Org. Chem. 35:3800-3803; Sprinzl, et al. (1977) Eur. J. Biochem. 81:579- 
589; Letsinger, et al. (1986) Nucl. Acids Res. 14:3487-499; Sawai, et al. (1984) Chem. Lett. 
805, Letsinger, et al. (1988) J. Am. Chem. Soc. 1 10:4470-4471; and Pauwels, et al. (1986), 

20 Chemica Scripta 26: 141-149), phosphorothioate (Mag, et al. (1991) Nucl. Acids Res. 

19:1437-441; and U.S. Patent No. 5,644,048), phosphorodithioate (Brill, et al. (1989) J. Am. 
Chem. Soc. 111:2321-2322), 0-methylphophoroamidite linkages (see Eckstein (1992) 
Oligonucleotides and Analogues: A Practical Approach Oxford Univ. Press), and peptide 
nucleic acid backbones and linkages (see Eghohn (1992) J. Am. Chem. Soc. 114:1895-897: 

25 Meier, et al. (1992) Angew. Chem. Int. Ed. Engl. 31:1008-1010: Nielsen (1993) Nature, 
365:566-568; Carlsson, et al. (1996) Nature 380:207, each of which is incorporated by 
reference). Other analog nucleic acids include those with positive backbones (Denpcy, et al. 
(1995) Proc. Natl Acad. Sci. USA 92:6097-101; non-ionic backbones (U.S. Patent Nos. 
5,386,023, 5,637,684, 5,602,240, 5,216,141 and 4,469,863; Kiedrowshi, et al. (1991) Angew. 

30 Chem. Intl. Ed. English 30:423-426; Letsinger, et al. (1988) J. Am. Chem. Soc. 1 10:4470- 
4471; Jung, et al. (1994) Nucleoside and Nucleotide 13:1597; Chapters 2 and 3, in Sanghvi 
and Cook (eds. 1994) Carbohydrate Modifications in Antisense Research ASC Symposium 
Series 580; Mesmaeker, et al. (1994) Bioorganic and Medicinal Chem. Lett. 4:395-398; Jeffs, 
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et al. (1994) I Biomolecular NMR 34:17-xx; Horn, et al. (1996) Tetrahedron Lett. 37:743- 
xxx) and non-ribose backbones, including those described in U.S. Patent Nos. 5,235,033 and 
5,034,506, and Chapters 6 and 7, in Sanghvi and Cook (eds. 1994) Carbohydrate 
Modifications in Antisense Research ASC Symposium Series 580, Nucleic acids containing 
5 one or more carbocyclic sugars are also included within one definition of nucleic acids (see 
Jenkins, et al. (1995) Chem. Soc. Rev, pp 169-176). Several nucleic acid analogs are 
described in Rawls (p. 35 June 2, 1997) C&E News . Each of these references is hereby 
expressly incorporated by reference. 

Particularly preferred are peptide nucleic acids (PNA) which includes peptide nucleic 
10 acid analogs. These backbones are substantially non-ionic under neutral conditions, in 

contrast to the highly charged phosphodiester backbone of naturally occiuring nucleic acids. 
This results in two advantages. First, the PNA backbone exhibits improved hybridization 
kinetics, PNAs have larger changes in the melting temperature (Tj^) for mismatched versus 
perfectly matched base pairs. DNA and RNA typically exhibit a 2-4° C drop in Tj^ for an 

15 internal mismatch. With the non-ionic PNA backbone, the drop is closer to 7-9° C. 
Similarly, due to their non-ionic nature, hybridization of the bases attached to these 
backbones is relatively insensitive to salt concentration. In addition, PNAs are not degraded 
by cellular enzymes, and thus can be more stable. 

The nucleic acids may be single stranded or double stranded, as specified, or contain 
20 portions of both double stranded or single stranded sequence. As will be appreciated by those 
in the art, the depiction of a single strand also defines the sequence of the complementary 
strand; thus the sequences described herein also provide the complement of the sequence. 
The nucleic acid may be DNA, both genomic and cDNA, RNA, or a hybrid, where the 
nucleic acid may contain combinations of deoxyribo- and ribo-nucleotides, and combinations 
25 of bases, including uracil, adenine, thymine, cytosine, guanine, inosine, xanthine 

hypoxanthine, isocytosine, isoguanine, etc. "Transcript" typically refers to a naturally 
occurring RNA, e.g., a pre-mRNA, hnRNA, or mRNA. As used herein, the term 
"nucleoside" includes nucleotides and nucleoside and nucleotide analogs, and modified 
nucleosides such as amino modified nucleosides. In addition, "nucleoside" includes non- 
30 naturally occurring analog structures. Thus, e.g., the individual units of a peptide nucleic 
acid, each containing a base, are referred to herein as a nucleoside. 

A "label" or a "detectable moiety" is a composition detectable by spectroscopic, 
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photochemical, biochemical, immunochemical, chemical, or other physical means. For 
example, useful labels include ^^p^ fluorescent dyes, electron-dense reagents, enzymes (e.g., 
as commonly used in an ELISA), biotin, digoxigenin, or haptens and proteins or other entities 
which can be made detectable, e.g., by incorporating a radiolabel into the peptide or used to 
5 detect antibodies specifically reactive with the peptide. The labels may be incorporated into 
the ovarian cancer nucleic acids, proteins and antibodies at any position. Any method known 
in the art for conjugating the antibody to the label may be employed, including those methods 
described by Hunter, et al. (1962) Nature 144:945-xxx; David, et al. (1974) Biochemistry 
13:1014-1021; Pam, et al. (1981) J. Immunol. Meth. 40:219-230: andNygren (1982) L 

10 Histochem. and Cvtochem, 3Q:407-412. 

An "effector" or "effector moiety" or "effector component" is a molecule that is 
bound (or linked, or conjugated), either covalently, through a linker or a chemical bond, or 
non-covalently, through ionic, van der Waals, electrostatic, or hydrogen bonds, to an 
antibody. The "effector" can be a variety of molecules including, e.g., detection moieties 

1 5 including radioactive compounds, fluorescent compounds, an enzyme or substrate, tags such 
as epitope tags, a toxin; activatable moieties, a chemotherapeutic agent; a lipase; an 
antibiotic; or a radioisotope emitting "hard" e.g., beta radiation. 

A "labeled nucleic acid probe or oligonucleotide" is one that is bound, either 
covalently, through a linker or a chemical bond, or non-covalently, through ionic, van der 

20 Waals, electrostatic, or hydrogen bonds to a label such that the presence of the probe may be 
detected by detecting the presence of the label bound to the probe. Alternatively, method 
using high affinity interactions may achieve the same results where one of a pair of binding 
partners binds to the other, e.g., biotin, streptavidin. 

As used herein a "nucleic acid probe or oligonucleotide" is a nucleic acid capable of 

25 binding to a target nucleic acid of complementary sequence through one or more types of 

chemical bonds, usually through complementary base pairing, usually through hydrogen bond 
formation. As used herein, a probe may include natural (e.g., A, G, C, or T) or modified 
bases (7-deazaguanosine, inosine, etc.). In addition, the bases in a probe may be joined by a 
linkage other than a phosphodiester bond, so long as it does not functionally interfere with 

30 hybridization. Thus, e.g., probes may be peptide nucleic acids in which the constituent bases 
are joined by peptide bonds rather than phosphodiester linkages. Probes may bind target 
sequences lacking complete complementarity with the probe sequence depending upon the 
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stringency of the hybridization conditions. The probes are preferably directly labeled, e.g., 
with isotopes, chromophores, lumiphores, chromogens, or indu-ectly labeled such as with 
biotin to which a streptavidin complex may later bind. By assaying for the presence or 
absence of the probe, one can detect the presence or absence of the select sequence or 
5 subsequence. Diagnosis or prognosis may be based at the genomic level, or at the level of 
RNA or protein expression. 

The term "recombinanf when used with reference, e.g., to a cell, or nucleic acid, 
protein, or vector, indicates that the cell, nucleic acid, protein or vector, has been modified by 
the introduction of a heterologous nucleic acid or protein or the alteration of a native nucleic 

10 acid or protein, or that the cell is derived fi-om a cell so modified. Thus, e.g., recombinant 
cells express genes that are not found within the native (non-recombinant) form of the cell or 
express native genes that are otherwise abnormally expressed, under expressed or not 
expressed at all. By the term "recombinant nucleic acid" herein is meant nucleic acid, 
originally formed in vitro, in general, by the manipulation of nucleic acid, e.g., using 

15 polymerases and endonucleases, in a form not normally foimd in nature. In this manner, 

operably linkage of different sequences is achieved. Thus an isolated nucleic acid, in a linear 
form, or an expression vector formed in vitro by ligatmg DNA molecules that are not 
normally joined, are both considered recombinant for the purposes of this invention. It is 
understood that once a recombinant nucleic acid is made and reintroduced into a host cell or 

20 organism, it will replicate non-recombmantly, e.g., using the in vivo cellular machinery of the 
host cell rather than in vitro manipulations; however, such nucleic acids, once produced 
recombinantly, although subsequently repUcated non-recombinantly, are still considered 
recombinant for the purposes of the invention. Similarly, a "recpmbinant protein" is a protein 
made using recombinant techniques, e.g., through the expression of a recombinant nucleic 

25 acid as depicted above. 

The term "heterologous" when used with reference to portions of a nucleic acid 
indicates that the nucleic acid comprises two or more subsequences that are not normally 
foimd in the same relationship to each other in nature. For instance, the nucleic acid is 
typically recombinantly produced, having two or more sequences, e.g., firom xmrelated genes 

30 arranged to make a new functional nucleic acid, e.g., a promoter firom one source and a 

coding region from another source. Similarly, a heterologous protein will often refer to two 
or more subsequences that are not found in the same relationship to each other in nature (e.g., 
a fiision protein). 

20 
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A "promoter" is defined as an array of nucleic acid control sequences that direct 
transcription of a nucleic acid. As used herein, a promoter includes necessary nucleic acid 
sequences near the start site of transcription, such as, in the case of a polymerase n type 
promoter, a TATA element. A promoter also optionally includes distal enhancer or repressor 
5 elements, which can be located as much as several thousand base pairs firom the start site of 
transcription. A "constitutive" promoter is a promoter that is active under most 
environmental and developmental conditions. An "inducible" promoter is a promoter that is 
active under environmental or developmental regulation. The term "operably linked" refers 
to a functional linkage between a nucleic acid expression control sequence (such as a 

10 promoter, or array of transcription factor binding sites) and a second nucleic acid sequence, 
e.g., wherein the expression control sequence directs transcription of the nucleic acid 
corresponding to the second sequence. 

An "expression vector" is a nucleic acid construct, generated recombinantly or 
synthetically, with a series of specified nucleic acid elements that permit transcription of a 

1 5 particular nucleic acid in a host cell. The expression vector can be part of a plasmid, virus, or 
nucleic acid firagment. Typically, the expression vector includes a nucleic acid to be 
transcribed operably linked to a promoter. 

The phrase "selectively (or specifically) hybridizes to" refers to the binding, 
duplexing, ot hybridizing of a molecule only to a particular nucleotide sequence under 

20 stringent hybridization conditions when that sequence is present in a complex mixture (e.g., 
total cellular or library DNA or RNA). 

The phrase "stringent hybridization conditions" refers to conditions under which a 
probe will hybridize to its target subsequence, typically in a complex mixture of nucleic 
acids, but to no other sequences. Stringent conditions are sequence-dependent and will be 

25 different in different circumstances. Longer sequences hybridize specifically at higher 

temperatures. An extensive guide to the hybridization of nucleic acids is found in "Overview 
of principles of hybridization and the strategy of nucleic acid assays" in Tijssen (1993) 
Hvbridization with Nucleic Probes fLaboratorv Techniques in Biochemistrv and Molecular 
Biology) (vol. 24) Elsevier. Generally, stringent conditions are selected to be about 5-10° C 

30 lower than the thermal melting point (T^j) for the specific sequence at a defined ionic 

strength pH. The Tj^ is the temperature (under defined ionic strength, pH, and nucleic 
concentration) at which 50% of the probes complementary to the target hybridize to the target 
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sequence at equilibrium (as the target sequences are present in excess, at Tj^, 50% of the . 
probes are occupied at equilibrium). Stringent conditions will be those in which the salt 
concentration is less than about 1.0 M sodium ion, typically about 0.01 to 1.0 M sodium ion 
concentration (or other salts) at pH 7.0 to 8.3 and the temperature is at least about 30° C for 
5 short probes (e.g., 10 to 50 nucleotides) and at least about 60° C for long probes (e.g., greater 
than 50 nucleotides). Stringent conditions may also be achieved with the addition of 
destabilizing agents such as formamide. For selective or specific hybridization, a positive 
signal is typically at least two times background, preferably 10 times background 
hybridization. Exemplary stringent hybridization conditions can be as following: 50% 

10 formamide, 5x SSC, and 1% SDS, incubating at 42° C, or, 5x SSC, 1% SDS, incubating at 
65° C, with wash in 0.2x SSC, and 0.1% SDS at 65° C. For PGR, a temperature of about 36° 
C is typical for low stringency amplification, although anneahng temperatures may vary 
between about 32-48° C depending on primer length. For high stringency PGR amplification, 
a temperature of about 62° C is typical, although high stringency annealing temperatures can 

15 range from about 50° G to about 65° G, depending on the primer length and specificity. 
Typical cycle conditions for both high and low stringency amplifications include a 
denaturation phase of 90-95° G for 30-120 sec, an annealing phase lasting 30-120 sec, and an 
extension phase of about 72° G for 1-2 min. Protocols and guidelines for low and high 
stringency amplification reactions are available, e.g., in Innis, et al. (1990) PGR Protocols: A 

20 Guide to Methods and Applications Academic Press, N. Y. 

Nucleic acids that do not hybridize to each other under stringent conditions are still 
substantially identical if the polypeptides which they encode are substantially identical. This 
occurs, e.g., when a copy of a nucleic acid is created using the maximum codon degeneracy 
permitted by the genetic code. In such cases, the nucleic acids typically hybridize under 

25 moderately stringent hybridization conditions. Exemplary "moderately stringent 

hybridization conditions" include a hybridization in a buffer of 40% formamide, 1 M NaGl, 
1% SDS at 37° G, and a wash in IX SSC at 45° G. A positive hybridization is at least twice 
background. Alternative hybridization and wash conditions can be utilized to provide 
conditions of similar stringency. Additional guidelines for determining hybridization 

30 parameters are provided, e.g., Ausubel, et al. (ed. 1991 and supplements) Current Protocols in 
Molecular Biologv Lippincott. 

The phrase "fimctional effects" in the context of assays for testing compounds that 
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modulate activity of an ovarian cancer protein includes the determination of a parameter that 
is indirectly or directly under the influence of the ovarian cancer protein or nucleic acid, e.g., 
a fimctional, physical, physiological, or chemical effect, such as the ability to decrease 
ovarian cancer. It includes ligand binding activity; cell growth on soft agar; anchorage 
5 dependence; contact inhibition and density limitation of growth; cellular proliferation; 
cellular transformation; growth factor or serum dependence; tumor specific marker levels; 
invasiveness into Matrigel; tumor growth and metastasis in vivo; mRNA and protein 
expression in cells undergoing metastasis, and other characteristics of ovarian cancer cells. 
"Functional effects" include in vitro, in vivo, and ex vivo activities. 

10 By "determining the functional effect" is meant assaying for a compound that 

increases or decreases a parameter that is indirectly or directly imder the influence of an 
ovarian cancer protein sequence, e.g., functional, enzymatic, physical, physiological, and 
chemical effects. Such functional effects can be measured by any means known to those 
skilled in the art, e.g., changes in spectroscopic characteristics (e.g., fluorescence, 

15 absorbance, refractive index), hydrodynamic (e.g., shape), chromatographic, or solubiUty 
properties for the protein, measuring inducible markers or transcriptional activation of the 
ovarian cancer protein; measuring binding activity or binding assays, e.g., binding to 
antibodies or other ligands, and measuring cellular proliferation. Determination of the 
functional effect of a compound on ovarian cancer can also be performed using ovarian 

20 cancer assays known to those of skill in the art such as an in vitro assays, e.g., cell growth on 
soft agar; anchorage dependence; contact inhibition and density limitation of growth; cellular 
proUferation; cellular transformation; growth factor or serum dependence; tmnor specific 
marker levels; invasiveness into Matrigel; tumor growth and metastasis in vivo; mRNA and 
protein expression in cells xmdergoing metastasis, and other characteristics of ovarian cancer 

25 cells. The functional effects can be evaluated by means known to those skilled in the art, e.g., 
microscopy for quantitative or qualitative measures of alterations in morphological features, 
measurement of changes in RNA or protein levels for ovarian cancer-associated sequences, 
measurement of RNA stability, or identification of downstream or reporter gene expression 
(CAT, luciferase, p-gal, GFP, and the like), e.g., via chemiluminescence, fluorescence, 

30 colorimetric reactions, antibody binding, inducible markers, and ligand binding assays. 

"Inhibitors", "activators", and "modulators" of ovarian cancer polynucleotide and 

polypeptide sequences are used to refer to activating, inhibitory, or modulating molecules or 

compounds identified using in vitro and in vivo assays of ovarian cancer polynucleotide and 
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polypeptide sequences. Inhibitors are compounds that, e.g., bind to, partially or totally block 
activity, decrease, prevent, delay activation, inactivate, desensitize, or down regulate the 
activity or expression of ovarian cancer proteins, e.g., antagonists. Antisense or inhibitory 
nucleic acids may inhibit expression and subsequent ftmction of the protein. "Activators" are 
5 compounds that increase, open, activate, faciUtate, enhance activation, sensitize, agonize, or 
up regulate ovarian cancer protein activity. Inhibitors, activators, or modulators also include 
genetically modified versions of ovarian cancer proteins, e.g., versions with altered activity, 
as well as naturally occurring and synthetic ligands, antagonists, agonists, antibodies, small 
chemical molecules, and the like. Assays for inhibitors and activators include, e.g., 

10 expressing the ovarian cancer jrotein in vitro, in cells, or cell membranes, applying putative 
modulator compounds, and then deteraiining the functional effects on activity, as described 
above. Activators and inhibitors of ovarian cancer can also be identified by incubating 
ovarian cancer cells with the test compound and determining increases or decreases in the 
expression of one or more ovarian cancer proteins, e.g., 1, 2, 3, 4, 5, 10, 15, 20, 25, 30, 40, 

15 50, or more ovarian cancer proteins, such as ovarian cancer proteins encoded by the 
sequences set out in Tables 1-26. 

Samples or assays comprising ovarian cancer proteins that are treated with a potential 
activator, inhibitor, or modulator are compared to control samples without the inhibitor, 
activator, or modulator to examine the extent of inhibition. Control samples (untreated with 

20 inhibitors) are assigned a relative protein activity value of 100%. Inhibition of a polypeptide 
is achieved when the activity value relative to the control is about 80%, preferably 50%, more 
preferably 25% or less. Activation of an ovarian cancer polypeptide is achieved when the 
activity value relative to the control (untreated with activators) is 1 10%, more preferably 
150%, more preferably 200-500% (e.g., 2-5 fold higher relative to the control), more 

25 preferably 1000-3000% higher. 

The phrase "changes in cell growth" refers to a change in cell growth and 
proliferation characteristics in vitro or in vivo, e.g., cell viability, formation of foci, 
anchorage independence, semi-solid or soft agar growth, change in contact inhibition or 
density limitation of growth, loss of growth factor or serum requirements, change in cell 

30 morphology, gain or loss of immortalization, gain or loss of tumor specific markers, ability to 
form or suppress tumors when injected into suitable animal hosts, and/or immortalization of 
the cell. See, e.g., pp. 23 1-241 in Freshney (1994) Culture of Animal Cells: A Manual of 
Basic Technique (3d ed.) Wiley-Liss. 
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"Tumor cell" refers to pre-cancerous, cancerous, and normal cells in a tumor. 
"Cancer cells," ^^transformed" cells or "transformation" in tissue culture, refers to 
spontaneous or induced phenotypic changes that do not necessarily involve the uptake of new 
genetic material. Although transformation can arise from infection with a transforming virus 
5 and incorporation of new genomic DNA, or uptake of exogenous DNA, it can also arise 
spontaneously or following exposure to a carcinogen, thereby mutating an endogenous gene. 
Transformation is typically associated with phenotypic changes, such as immortaUzation of 
cells, aberrant growth control, non-morphological changes, and/or malignancy. See, 
. Freshney (1994) Culture of Animal Cells . 

10 "Antibody" refers to a polypeptide comprising a framework region from an 

immunoglobulin gene or fragments thereof that specifically binds and recognizes an antigen. 
The recognized immunoglobulin genes include the kappa, lambda, alpha, gamma, delta, 
epsilon, and mu constant region genes, as well as the myriad immunoglobulin variable region 
genes. Light chains are classified as either kappa or lambda. Heavy chains are classified as 

1 5 gamma, mu, alpha, delta, or epsilon, which in turn define the immimoglobulin classes, IgG, 
IgM, IgA, IgD, and IgE, respectively. Typically, the antigen-binding region of an antibody or 
its fimctional equivalent will be most critical in specificity and affinity of binding. See, e.g., 
Paul (ed. 1999) Fundamental frnmunolopv (4th ed.) Raven. 

An exemplary immunoglobulin (antibody) structural unit comprises a tetramer. Each 

20 tetramer is composed of two identical pairs of polypeptide chains, each pair having one 
"light" (about 25 kD) and one "heavy" chain (about 50-70 kD). The N-terminus of each 
chain defines a variable region of about 100 to 110 or more amino acids primarily responsible 
for antigen recognition. The terms variable light chain (VjJ and variable heavy chain (Vfj) 

refer to these light and heavy chains respectively. 

25 Antibodies exist, e.g., as intact immunoglobulins or as a number of well-characterized 

fragments produced by digestion with various peptidases. Thus, e.g., pepsin digests an 
antibody below the disulfide linkages in the hinge region to produce F(ab)'2, a dimer of Fab 
which itself is a hght chain joined to Vij-Cfjl by a disulfide bond. The F(ab)'2 niay be 
reduced under mild conditions to break the disulfide linkage in the hinge region, thereby 

30 converting the F(ab)'2 dimer into an Fab' monomer. The Fab' monomer is essentially Fab 
with part of the hinge region. See Paul (ed. 1999) Fundamental Immunoloev (4th ed.) Raven, 
While various.antibody fragments are defined in terms of the digestion of an intact antibody, 
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one of skill will appreciate that such fragments may be synthesized de novo either chemically 
or by using recombinant DNA methodology. Thus, the term antibody, as used herein, also 
includes antibody fragments either produced by the modification of whole antibodies, or 
those synthesized de novo using recombinant DNA methodologies (e.g., single chain Fv) or 
5 those identified using phage display libraries. See, e.g., McCafferty, et al. (1990) Nature 
348:552-554. 

For preparation of antibodies, e.g., recombinant, monoclonal, or polyclonal 
antibodies, many techniques known in the art can be used (see, e.g., Kohler and Milstein 
(1975) Nature 256:495-497; Kozbor, et al. (1983) hnmunologv Today 4:72; Cole, et al., pp. 

10 77-96 in Reisfeld and Sell (1985) Monoclonal Antibodies and Cancer Therapy Liss; Coligan 
(1991) Current Protocols in hnmunology Lippincott; Harlow and Lane (1988) Antibodies: A 
Laboratory Manual CSH Press; and Goding (1986) Monoclonal Antibodies: Principles and 
Practice (2d ed,) Academic Press. Techniques for the production of single chain antibodies 
(U.S. Patent 4,946,778) can be adapted to produce antibodies to polypeptides of this 

15 invention. Transgenic mice, or other organisms, e.g., other mammals, may be used to express 
hiunanized antibodies. Altematively, phage display technology can be used to identify 
antibodies and heteromeric Fab fragments that specifically bind to selected antigens. See, 
e.g., McCaflferty, et al. (1990) Nature 348:552-554; and Marks, et al. (1992) Biotechnology 
10:779-783, 

20 A "chimeric antibody" is an antibody molecule in which (a) the constant region, or a 

portion thereof, is altered, replaced or exchanged so that the antigen binding site (variable 
region) is linked to a constant region of a different or altered class, effector fiinction and/or 
species, or an entirely different molecule which confers new properties to the chimeric 
antibody, e.g., an enzyme, toxin, hormone, growth factor, drug, etc.; or (b) the variable 

25 region, or a portion thereof, is altered, replaced or exchanged with a variable region having a 
different or altered antigen specificity. 

Identification of ovarian cancer-associated sequences 

In one aspect, the expression levels of genes are determined in different patient 

30 samples for which diagnosis information is desired, to provide expression profiles. An 

. expression profile of a particular sample is essentially a "fingerprint" of tiie state of the 

sample; while two states may have any particular gene similarly expressed, the evaluation of 

a number of genes simultaneously allows the generation of a gene expression profile that is 
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characteristic of the state of the cell. That is, normal tissue (e.g., normal ovarian or other 
tissue) may be distinguished from cancerous or metastatic cancerous tissue of the ovarian, or 
ovarian cancer tissue or metastatic ovarian cancerous tissue can be compared with tissue 
samples of ovarian and other tissues from surviving cancer patients. By comparing 
5 expression profiles of tissue in known different ovarian cancer states, information regarding 
which genes are important (including both up- and down-regulation of genes) in each of these 
states is obtained. Molecular profiling may distinguish subtypes of a currenfly collective 
disease designation, e.g., different forms of a cancer. 

The identification of sequences that are differentially expressed in ovarian cancer 

10 versus non-ovarian cancer tissue allows the use of this information in a number of ways. For 
example, a particular treatment regime may be evaluated: does a chemotherapeutic drug act 
to down-regulate ovarian cancer, and thus tumor growth or recurrence, in a particular patient. 
Altematively, does existing treatment induce expression of a target. Similarly, diagnosis and 
treatment outcomes may be done or confirmed by comparing patient samples with the known 

15 expression profiles. Metastatic tissue can also be analyzed to determine the stage of ovarian 
cancer in the tissue or origin of the primary tumor. Furthermore, these gene expression 
profiles (or individual genes) allow screening of drug candidates with an eye to mimicking or 
altering a particular expression profile; e.g., screening can be done for drugs that suppress the 
ovarian cancer expression profile. This may be done by making biochips comprising sets of 

20 the important ovarian cancer genes, which can then be used in these screens. These methods 
can also be based on evaluating protein expression; that is, protein expression levels of the 
ovarian cancer proteins can be evaluated for diagnostic purposes or to screen candidate 
agents. In addition, the ovarian cancer nucleic acid sequences can be administered for gene 
therapy purposes, including the administration of antisense or RNAi nucleic acids, or the 

25 ovarian cancer proteins (including antibodies and other modulators thereof) administered as 
therapeutic drugs. 

Thus the present invention provides nucleic acid and protein sequences that are 

differentially expressed in ovarian cancer relative to normal tissues and/or non-malignant 

tissues, herein termed "ovarian cancer sequences." As outlined below, ovarian cancer 

30 sequences include those that are up-regulated (e.g., expressed at a higher level) in ovarian 

cancer, as well as those that are down-regulated (e.g., expressed at a lower level). In a 

preferred embodiment, the ovarian cancer sequences are from humans; however, as will be 

appreciated by those in the art, ovarian cancer sequences from other organisms may be useful 
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in animal models of disease and drug evaluation; thus, other ovarian cancer sequences are 
provided, from vertebrates, including mammals, including rodents (rats, mice, hamsters, 
guinea pigs, etc.), primates, farm animals (including sheep, goats, pigs, cows, horses, etc.) 
and pets (e.g., dogs, cats, etc.). Ovarian cancer sequences, e.g., coimterpart genes, from other 
5 organisms may be obtained using the techniques outlined below. 

Ovarian cancer sequences can include both nucleic acid and amino acid sequences. 
Ovarian cancer nucleic acid sequences are useful in a variety of applications, including 
diagnostic applications, which will detect naturally occurring nucleic acids. Screening 
applications; e.g., biochips comprising nucleic acid probes or PGR microtiter plates with 

10 selected probes to the ovarian^ cancer sequences, are also provided. 

An ovarian cancer sequence can be initially identified by substantial nucleic acid 
and/or amino acid sequence homology to the ovarian cancer sequences outlined herein. Such 
homology can be based upon the overall nucleic acid or amino acid sequence, and is 
generally determined as outlined below, using either homology programs or hybridization 

15 conditions. 

For identifying ovarian cancer-associated sequences, the ovarian cancer screen 
typically includes comparing genes identified in different tissues, e.g., normal and cancerous 
tissues, or tumor tissue samples from patients who have metastatic disease vs. non metastatic 
tissue. Other suitable tissue comparisons include comparing ovarian cancer samples with 

20 metastatic cancer samples from other cancers, such as Ixmg, ovarian, gastrointestinal cancers, 
etc. Samples of different stages of ovarian cancer, e.g., survivor tissue, drug resistant states, 
and tissue undergoing metastasis, are applied to biochips comprising nucleic acid probes. 
The samples are first microdissected, if appUcable, and treated for the preparation of mRNA. 
Suitable biochips are commercially available, e.g., from Affymetrix. Gene expression 

25 profiles as described herein are generated and the data analyzed. 

In one embodiment, tiie genes showiug changes in expression as between normal and 
disease states are compared to genes expressed in other normal tissues, preferably normal 
ovarian, but also including, and not Umited to, lung, heart, brain, liver, ovarian, kidney, 
muscle, colon, small intestine, large intestine, spleen, bone, and/or placenta. In a preferred 

30 embodiment, those genes identified during the ovarian cancer screen that are expressed in any 

significant amount in other tissues are removed from the profile, although in some 

embodiments, expression in non-essential tissues may be tolerated. That is, when screening 

for drugs, it is usually preferable that the target be disease specific, to minimize possible side 
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efifects by interaction with target present in other organs. 

In a preferred embodiment, ovarian cancer sequences are those that are up-regulated 
in ovarian cancer; that is, the expression of these genes is higher in the ovarian cancer tissue 
as compared to non-cancerous tissue. "Up-regulation" as used herein often means at least 
5 about a two-fold change, preferably at least about a three fold change, with at least about 
five-fold or higher being preferred. Other embodiments are directed to sequences up 
regulated in non-malignant conditions relative to normal, 

Unigene cluster identification numbers and accession numbers herein refer to the 
GenBank sequence database and the sequences of the accession nimibers are hereby 

10 expressly incorporated by reference, GenBank is known in the art, see, e.g., Benson, et al. 
(1998) Nucl. Acids Res. 26:1-7; and http://www.ncbi.nlm.nih.gov/. Sequences are also 
available in other databases, e.g., European Molecular Biology Laboratory (EMBL) and 
DNA Database of Japan (DDBJ). In some situations, the sequences may be derived firom 
assembly of available sequences or be predicted firom genomic DNA using exon prediction 

15 algorithms, e.g., FGENESH. See Salamov and Solovyev (2000) Genome Res. 10:516-522. 
In other situations, sequences have been derived firom cloning and sequencing of isolated 
nucleic acids. 

In another preferred embodiment, ovarian cancer sequences are those that are down- 
regulated in ovarian cancer; that is, the expression of these genes is lower in ovarian cancer 
20 tissue as compared to non-cancerous tissue, "Down-regulation" as used herein often means 
at least about a two-fold change, preferably at least about a three-fold change, with at least 
about five-fold or higher being preferred. 

Informatics 

25 The ability to identify genes that are over or under expressed in ovarian cancer can 

additionally provide high-resolution, high-sensitivity datasets which can be used in the areas 
of diagnostics, therapeutics, drug development, pharmacogenetics, protein structure, 
biosensor development, and other related areas. Expression profiles can be used in diagnostic 
or prognostic evaluation of patients with ovarian cancer. Subcellular toxicological 

30 information can be generated to better direct drug structure and activity correlation (see 

Anderson (June 11-12, 19981 Pharmaceutical Proteomics: Targets, Mechanism, and Function. 

paper presented at the IBC Proteomics conference, Coronado, CA) or in a biological sensor 

device to predict the likely toxicological effect of chemical exposures and likely tolerable 
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exposure thresholds (see U.S. Patent No. 5,811,231). Similar advantages accrue from 
datasets relevant to other biomolecules and bioactive agents (e.g., nucleic acids, saccharides, 
lipids, drugs, and the like). 

Thus, in another embodiment, the present invention provides a database that includes 
5 at least one set of assay data. The data contained in the database is acquired, e.g., using array 
analysis either singly or in a library format. The database can be in a form in which data can 
be maintained and transmitted, but is preferably an electronic database, and can be 
maintained on any electronic device allowing for the storage of and access to the database, 
such as a personal computer, but is preferably distributed on a wide area network, such as the 

10 World Wide Web. 

The focus of the present section on databases that include peptide sequence data is for 
clarity of illustration only. It will be apparent to those of skill in the art that similar databases 
can be assembled for any assay data acquired using an assay of the invention. 

The compositions and methods for identifying and/or quantitating the relative and/or 

15 absolute abundance of a variety of molecular and macromolecular species from a biological 
sample undergoing ovarian cancer, e.g., the identification of ovarian cancer-associated 
sequences described herein, provide an abundance of information which can be correlated 
with pathological conditions, predisposition to disease, drug testing, therapeutic monitoring, 
gene-disease causal linkages, identification of correlates of immunity and physiological 

20 status, and outcome data, among others. Although data generated from the assays of the 
invention is suited for manual review and analysis, in a preferred embodiment, data 
processing using high-speed computers is utilized. 

An array of methods for indexing and retrieving biomolecular information is known 
in the art. For example, U.S. Patents 6,023,659 and 5,966,712 disclose a relational database 

25 system for storing biomolecular sequence information in a manner that allows sequences to 
be catalogued and searched according to one or more protein fimction hierarchies. U.S. 
Patent 5,953,727 discloses a relational database having sequence records containing 
information in a format that allows a collection of partial-length DNA sequences to be 
catalogued and searched according to association with one or more sequencing projects for 

30 obtaining full-length sequences from the collection of partial length sequences, U.S. Patent 
5,706,498 discloses a gene database retrieval system for making a retrieval of a gene 
sequence similar to a sequence data item in a gene database based on the degree of similarity 
between a key sequence and a target sequence. U.S. Patent 5,538,897 discloses a method 
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using mass spectroscopy fragmentation patterns of peptides to identify amino acid sequences 
in computer databases by comparison of predicted mass spectra with experimentally-derived 
mass spectra using a closeness-of-fit measure. U.S. Patent 5,926,818 discloses a multi- 
dimensional database comprising a functionality for multi-dimensional data analysis 
5 described as on-line analytical processing (OLAP), which entails the consolidation of 

projected and actual data according to more than one consolidation path or dimension. U.S. 
Patent 5,295,261 reports a hybrid database structure in which the fields of each database 
record are divided into two classes, navigational and informational data, with navigational 
fields stored in a hierarchical topological map which can be viewed as a tree stmcture or as 

10 the merger of two or more such tree structures. 

Fundamentals of bioinformatics are provided, e.g., in Mount, et al. (2001) 
Bioinformatics: Sequence and Genome Analysis CSH Press, NY; Durbin, et al. (eds. 1999) 
Biological Sequence Analysis: Probabilistic Models of Proteins and Nucleic Acids 
Cambridge Univ. Press; Baxevanis and OeuUette (eds. 1998) Bioinformatics: A Practical 

1 5 Guide to the Analysis of Genes and Proteins (2d ed.) Wiley-Liss; Rashidi and Buehler (1999) 
Bioinformatics: Basic Applications in Biological Science and Medicine CRC Press; Setubal, 
et al. (eds 1997) Introduction to Computational Molecular Biology Brooks/Cole: Misener and 
Krawetz (eds. 2000) Bioinformatics: Methods and Protocols Humana Press; Higgins and 
Taylor (eds. 2000) Bioinformatics: Sequence, Structure, and Databanks: A Practical 

20 Approach Oxford Univ. Press; Brown (2001) Bioinformatics: A Biologist's Guide to 

Biocomputing and the Internet Eaton Pub.; Han and Kamber (2000) Data Mining: Concepts 
and Techniques Kaufinann Pub.; and Waterman (1995) Introduction to Computational 
Biology: Maps, Sequences, and Genomes Chap and Hall 

The present invention provides a computer database comprising a computer and 

25 software for storing in computer-retrievable form assay data records cross-tabulated, e.g., 
with data specifying the source of the target-containing sample firom which each sequence 
specificity record was obtained. 

In an exemplary embodiment, at least one of the soiurces of target-containing sample 
is from a control tissue sample known to be free of pathological disorders. In a variation, at 

30 least one of the sources is a known pathological tissue specimen, e.g., a neoplastic lesion or 

another tissue specimen to be analyzed for ovarian cancer. In another variation, assay records 

cross-tabulate one or more of the following parameters for a target species in a sample: (1) a 

unique identification code, which can include, e,g., a target molecular structure and/or 
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characteristic separation coordinate (e.g., electrophoretic or genomic position coordinates); 
(2) sample soxirce; and (3) absolute and/or relative quantity of target species present in the 
sample. 

The invention also provides for the storage and retrieval of a collection of target data 
5 in a computer data storage apparatus, which can include magnetic disks, optical disks, 

magneto-optical disks, DRAM, SRAM, SGRAM, SDRAM, RDRAM, DDR RAM, magnetic 
bubble memory devices, and other data storage devices, including CPU registers and on-CPU 
data storage arrays. Typically, the target data records are stored as a bit pattern in an array of 
magnetic domains on a magnetizable medium or as an array of charge states or transistor gate 

10 states, such as an array of cells in a DRAM device (e.g., each cell comprised of a transistor 
and a charge storage area, which may be on the transistor). In one embodiment, the invention 
provides such storage devices, and computer systems built therewith, comprising a bit pattern 
encoding a protein expression fingerprint record comprising unique identifiers for at least 10 
target data records cross-tabulated with target source. 

15 When the target is a peptide or nucleic acid, the invention preferably provides a 

method for identifying related peptide or nucleic acid sequences, comprising performing a 
computerized comparison between a peptide or nucleic acid sequence assay record stored in 
or retrieved from a computer storage device or database and at least one other sequence. The 
comparison can include a sequence analysis or comparison algorithm or computer program 

20 embodiment thereof (e.g., FASTA, TFASTA, GAP, BESTFIT) and/or the comparison may 
be of the relative amount of a peptide or nucleic acid sequence in a pool of sequences 
determined from a polypeptide or nucleic acid sample of a specimen. 

The invention also preferably provides a magnetic disk, such as an IBM-compatible 
(DOS, Windows, Windows95/98/2000, Windows NT, OS/2) or other format (e.g., Linux, 

25 SunOS, Solaris, AJK, SCO Unix, VMS, MV, Macintosh, etc.) floppy diskette or hard (fixed, 
Winchester) disk drive, comprising a bit pattern encoding data from an assay of the invention 
in a file format suitable for retrieval and processing in a computerized sequence analysis, 
comparison, or relative quantitation method. 

The invention also provides a network, comprising a plurality of computing devices 

30 linked via a data link, such as an Ethemet cable (coax or lOBaseT), telephone line, ISDN 

Une, wireless network, optical fiber, or other suitable signal transmission medium, whereby at 

least one network device (e.g., computer, disk array, etc.) comprises a pattern of magnetic 

domains (e.g., magnetic disk) and/or charge domains (e.g., an array of DRAM cells) 
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composing a bit pattern encoding data acquired from an assay of the invention. 

The invention also provides a method for transmitting assay data that includes 
generating an electronic signal on an electronic communications device, such as a modem, 
ISDN terminal adapter, DSL, cable modem, ATM switch, or the like, wherein the signal 
5 includes (in native or encrypted foraiat) a bit pattern encoding data from an assay or a 
database comprising a plurality of assay results obtained by the method of the invention. 

In a preferred embodiment, the invention provides a computer system for comparing a 
query target to a database containing an array of data structures, such as an assay result 
obtained by the method of the invention, and ranking database targets based on the degree of 

10 identity and gap weight to the. toget data. A central processor is preferably initialized to load 
and execute the computer program for alignment and/or comparison of the assay results. 
Data for a query target is entered into the central processor via an I/O device. Execution of 
the computer program results in the central processor retrieving the assay data from the data 
file, which comprises a binary description of an assay result. 

1 5 The target data or record and the computer program can be transferred to secondary 

memory, which is typically random access memory (e.g., DRAM, SRAM, SGRAM, or 
SDRAM). Targets are ranked according to the degree of correspondence between a selected 
assay characteristic (e.g., binding to a selected af3Einity moiety) and the same characteristic of 
the query target and results are output via an I/O device. For example, a central processor 

20 can be a conventional computer (e.g., Intel Pentium, PowerPC, Alpha, PA-8000, SPARC, 
MIPS 4400, MIPS 10000, VAX, etc.); a program can be a commercial or public domain 
molecular biology software package (e.g., UWGCG Sequence Analysis Software, Darwin); a 
data file can be an optical or magnetic disk, a data server, a memory device (e.g., DRAM, 
SRAM, SGRAM, SDRAM, EPROM, bubble memory, flash memory, etc.); an I/O device can 

25 be a terminal comprising a video display and a keyboard, a modem, an ISDN terminal 

adapter, an Ethernet port, a punched card reader, a magnetic strip reader, or other suitable I/O 
device. 

The invention also preferably provides the use of a computer system, e.g., which 
typically comprises one or more of: (1) a computer; (2) a stored bit pattern encoding a 
30 collection of peptide sequence specificity records obtained by methods of the inventions, 

which may be stored in the computer; (3) a comparison target, such as a query target; and (4) 
a program for aligrunent and comparison, typically with rank-ordering of comparison results 
on the basis of computed similarity values. 
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Characteristics of ovarian cancer-associated proteins 

Ovarian cancer proteins of the present invention maybe categorized as secreted 
proteins, transmembrane proteins, or intracellular proteins. In one embodiment, the ovarian 
5 cancer protein is an intracellular protein, hitracellular proteins may be found in the 

cytoplasm and/or in the nucleus. Intracellular proteins are involved in all aspects of cellular 
function and replication (including, e.g., signaling pathways); aberrant expression of such 
proteins often resuhs in unregulated or disregulated cellular processes. See, e.g., Alberts, et 
al. (eds. 1994) Molecular Biology of the Cell (3d ed.) Garland. For example, many 

10 intracellular proteins have enzymatic activity such as protein kinase activity, protein 

phosphatase activity, protease activity, nucleotide cyclase activity, polymerase activity, and 
the like. Intracellular proteins can also serve as docking proteins that are involved in 
organizing complexes of proteins, or targeting proteins to various subcellular localizations, 
and are often involved in maintaining the structural integrity of organelles. 

15 An increasingly appreciated concept in characterizing proteins is the presence in the 

proteins of one or more structural motifs for which defined fimctions have been attributed. 
In addition to the highly conserved sequences found in the enzymatic domain of proteins, 
highly conserved sequences have been identified in proteins that are involved in protein- 
protein interaction. For example, Src-homology-2 (SH2) domains bind tyrosine- 

20 phosphorylated targets in a sequence dependent manner. PTB domains, which are distinct 
firom SH2 domains, also bind tyrosine phosphorylated targets. SH3 domains bind to proline- 
rich targets. In addition, PH domains, tetratricopeptide repeats and WD domains to name 
only a few, have been shown to mediate protein-protein interactions. Some of these may also 
be involved in binding to phospholipids or other second messengers. As will be appreciated 

25 by one of ordinary skill in the art, these motifs can be identified on the basis of amino acid 
sequence; thus, an analysis of the sequence of proteins may provide insight into both the 
enzymatic potential of the molecule and/or molecules with which the protein may associate. 
One usefiil database is Pfam (protein families), which is a large collection of multiple 
sequence alignments and hidden Markov models covering many common protein domains. 

30 Versions are available via the internet fi*om Washington University in St. Louis, the Sanger 
Center in England, and the Karolinska Institute in Sweden. See, e.g., Bateman, et al. (2000) 
Nuc. Acids Res. 28:263-266; Sonnhammer, et al. (1997) Proteins 28:405-420; Bateman, et al. 
(1999) Nuc. Acids Res. 27:260-262; and Sonnhammer, et al. (1998) Nuc. Acids Res. 26:320- 
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322. 

In another preferred embodiment, the ovarian cancer sequences are transmembrane 
proteins. Transmembrane proteins are molecules that span a phospholipid bilayer of a cell. 
They may have an intracellular domain, an extracellular domain, or both. The intracellular 
5 domains of such proteins may have a number of functions including those aheady described 
for intracellular proteins. For example, the intracellular domain may have enzymatic activity 
and/or may serve as a binding site for additional proteins. Frequently the intracellular 
domain of transmembrane proteins serves both roles. For example certain receptor tyrosine 
kinases have both protein kinase activity and SH2 domains, hi addition, autophosphorylation 
10 of tyrosines on the receptor niolecule itself, creates binding sites for additional SH2 domain 
containing proteins. 

Transmembrane proteins may contain from one to many transmembrane domains. 
For example, receptor tyrosine kinases, certain cytokine receptors, receptor guanylyl cyclases 
and receptor serine/threonine protein kinases contain a single transmembrane domain. 

15 However, various other proteins including channels and adenylyl cyclases contain numerous 
transmembrane domains. Many important cell surface receptors such as G protein coupled 
receptors (GPCRs) are classified as "seven transmembrane domain" proteins, as they contain 
7 membrane spanning regions. Characteristics of transmembrane domains include 
approximately 17 consecutive hydrophobic amino acids that may be followed by charged 

20 amino acids. Therefore, upon analysis of the amino acid sequence of a particular protein, the 
localization and number of transmembrane domains within the protein may be predicted (see, 
e.g., PSORT web site http://psort.nibb.ac.jp/). Important transmembrane protein receptors 
include, but are not limited to the insulin receptor, insulin-like growth factor receptor, human 
growth hormone receptor, glucose transporters, transferrin receptor, epidermal growth factor 

25 receptor, low density lipoprotein receptor, epidermal growth factor receptor, leptin receptor, 
interleukin receptors, e.g., IL-l receptor, IL-2 receptor, etc. 

The extracellular domains of transmembrane proteins are diverse; however, conserved 
motifs are found repeatedly among various extracellular domains. Conserved structure 
and/or functions have been ascribed to different extracellular motifs. Many extracellular 

30. domains are involved in binding to other molecules. In one aspect, extracellular domains are 
found on receptors. Factors that bind the receptor domain include circulating ligands, which 
may be peptides, proteins, or small molecules such as adenosine and the like. For example, 
growtti factors such as. EOF, FGF, and PDGF are circulating growth factors that bind to their 
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cognate receptors to initiate a variety of cellular responses. Other factors include cytokines, 
mitogenic factors, neurotrophic factors and the like. Extracellular domains also bind to cell- 
associated molecules, or may be processed or shed to the blood stream. In this respect, they 
can mediate cell-cell interactions. CelUassociated ligands can be tethered to the cell, e.g., via 
5 a glycosylphosphatidylinositol (GPI) anchor, or may themselves be transmembrane proteins. 
Extracellular domains also associate with the extracellular matrix and contribute to the 
maintenance of the cell structure. 

Ovarian cancer proteins that are transmembrane are particularly preferred in the 
present invention as they are readily accessible targets for inununotherapeutics, as are 

10 described herein. In addition^ as outlined below, transmembrane proteins can be also useful 
in imaging modalities. Antibodies may be used to label such readily accessible proteins in 
situ. Alternatively, antibodies can also label intracellular proteins, in which case samples are 
typically permeablized to provide access to intracellular proteins. In addition, some 
membrane proteins can be processed to release a soluble protein, or to expose a residual 

15 fragment. Released soluble proteins may be useful diagnostic markers, processed residual 
protein fragments may be useful ovarian markers of disease. 

It will also be appreciated by those in the art that a transmembrane protein can be 
made soluble by removing transmembrane sequences, e.g., through recombinant methods. 
Furthermore, transmembrane proteins that have been made soluble can be made to be 

20 secreted through recombinant means by adding an appropriate signal sequence. 

In another embodiment, the ovarian cancer proteins are secreted proteins; the 
secretion of which can be either constitutive or regulated. These proteins may have a signal 
peptide or signal sequence that targets the molecule to the secretory pathway. Secreted 
proteins are involved in nimierous physiological events; e.g., if circulating, they often serve 

25 to transmit signals to various other cell types. The secreted protein may function in an 

autocrine manner (acting on the cell that secreted the factor), a paracrine maimer (acting on 
cells in close proximity to the cell that secreted the factor), an endocrine manner (acting on 
cells at a distance, e.g., secretion into the blood stream), or exocrine (secretion, e.g., through a 
duct or to an adjacent epithelial surface as sweat glands, sebaceous glands, pancreatic ducts, 

30 lacrimal glands, mammary glands, wax producing glands of the ear, etc.). Thus, secreted 

molecules often find use in modulating or altering numerous aspects of physiology. Ovarian 

cancer proteins that are secreted proteins are particularly preferred as good diagnostic 

markers, e.g., for blood, plasma, serum, or stool tests. Those which are enzymes may be 
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antibody or small molecule therapeutic targets. Others may be useful as vaccine targets, e.g., 
via CTL mechanisms, as protein or DNA vaccines. 

Use of ovarian cancer nucleic acids 
5 As described above, ovarian cancer sequence is initially identified by substantial 

nucleic acid and/or amino acid sequence homology or linkage to the ovarian cancer 
sequences outlined herein. Such homology can be based upon the overall nucleic acid or 
amino acid sequence, and is generally determined as outlined below, using either homology 
programs or hybridization conditions. Typically, linked sequences on a mRNA are found on 

10 the same molecule. 

The ovarian cancer nucleic acid sequences of the invention, e.g., in Table 1-26, can be 
fragments of larger genes, e.g., they are nucleic acid segments. "Genes" in this context 
includes coding regions, non-coding regions, and mixtures of coding and non-coding regions. 
Accordingly, as will be appreciated by those in the art, using the sequences provided herein, 

15 extended sequences, in either direction, of the ovarian cancer genes can be obtained, using 
techniques well known in the art for cloning either longer sequences or the full length 
sequences; see Ausubel, et al., supra. Much can be done by informatics and many sequences 
can be clustered to include multiple sequences corresponding to a single gene, e.g., systems 
such as UniGene (see, http://www,ncbi.nlm.nih.gov/UniGene/). 

20 Once the ovarian cancer nucleic acid is identified, it can be cloned and, if necessary, 

its constituent parts recombined to form the entire ovarian cancer nucleic acid coding regions 
or the entire mRNA sequence. Once isolated from its natural source, e.g., contained within a 
plasmid or other vector or excised as a linear nucleic acid segment, the recombinant ovarian 
cancer nucleic acid can be further-used as a probe to identify and isolate other ovarian cancer 

25 nucleic acids, e.g., extended coding regions. It can also be used as a "precursor" nucleic acid 
to make modified or variant ovarian cancer nucleic acids and proteins. 

The ovarian cancer nucleic acids of the present invention are useful in several ways. 
In a first embodiment, nucleic acid probes to the ovarian cancer nucleic acids are made and 
attached to biochips to be used in screening and diagnostic methods, as outlined below, or for 

30 administration, e.g., for gene therapy, vaccine, RNAi, and/or antisense applications. 

Alternatively, the ovarian cancer nucleic acids that include coding regions of ovarian cancer 

proteins can be put into expression vectors for the expression of ovarian cancer proteins, 

again for screening purposes or for administration to a patient, 
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In a preferred embodiment, nucleic acid probes to ovarian cancer nucleic acids (both 
the nucleic acid sequences outlined in the figures and/or the complements thereof) are made. 
The nucleic acid probes attached to the biochip are designed to be substantially 
complementary to the ovarian cancer nucleic acids, e.g., the target sequence (either the target 
5 sequence of the sample or to other probe sequences, e.g., in sandwich assays), such that 
hybridization of the target sequence and the probes of the present invention occurs. As 
outlmed below, this complementarity need not be perfect; there may be any nxmiber of base 
pair mismatches which will interfere with hybridization between the target sequence and the 
single stranded nucleic acids of the present invention. However, if the number of mutations 

10 is so great that no hybridization can occur under even the least stringent of hybridization 
conditions, the sequence is not a complementary target sequence. Thus, by "substantially 
complementary" herein is meant that the probes are sufficiently complementary to the target 
sequences to hybridize under normal reaction conditions, particularly high stringency 
conditions, as outlined herein. 

1 5 A nucleic acid probe is generally single stranded but can be partially single and 

partially double stranded. The strandedness of the probe is dictated by the stmcture, 
composition, and properties of the target sequence, hi general, the nucleic acid probes range 
fi-om about 8 to about 100 bases long, with firom about 10 to about 80 bases being preferred, 
and fi-om about 30 to about 50 bases being particularly preferred. That is, generally whole 

20 genes are not used. In some embodiments, much longer nucleic acids can be used, up to 
hundreds of bases. 

In a preferred embodiment, more than one probe per sequence is used, with either 
overlapping probes or probes to different sections of the target being used. That is, two, 
three, four or more probes, with three being preferred, are used to build in a redundancy for a 

25 particular target. The probes can be overlapping (e.g., have some sequence in common), or 
separate. In some cases, PCR primers may be used to amplify signal for higher sensitivity. 

As will be appreciated by those in the art, nucleic acids can be attached or 
imonobilized to a solid support in a wide variety of ways. By "immobilized" and grammatical 
equivalents herein is meant the association or binding between the nucleic acid probe and the 

30 solid support is sufficient to be stable under the conditions of binding, washing, analysis, and 

removal as outlined below. The binding can typically be covalent or non-covalent. By "non- 

covalent binding" and grammatical equivalents herein is meant one or more of electrostatic, 

hydrophilic, and hydrophobic interactions. Included in non-covalent binding is the covalent 
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attachment of a molecule, such as, streptavidin to the support and the non-covalent binding of 
the biotinylated probe to the streptavidin. By "covalent binding" and grammatical" 
equivalents herein is meant that the two moieties, the solid support and the probe, are 
attached by at least one bond, including sigma bonds, pi bonds and coordination bonds. 
5 Covalent bonds can be formed directly between the probe and the solid support or can be 
formed by a cross linker or by inclusion of a specific reactive group on either the solid 
support or the probe or both molecules. Immobilization may also involve a combination of 
covalent and non-covalent interactions. 

In general, the probes are attached to the biochip in a wide variety of ways, as will be 
1 0 appreciated by those in the art. As described herein, the nucleic acids can either be 

synthesized first, with subsequent attachment to the biochip, or can be directly synthesized on 
the biochip. 

The biochip comprises a suitable solid substrate. By "substrate" or "solid support" or 
other grammatical equivalents herein is meant a material that can be modified to contain 

15 discrete individual sites appropriate for the attachment or association of the nucleic acid 
probes and is amenable to at least one detection method. As will be appreciated by those in 
the art, the number of possible substrates are very large, and include, but are not limited to, 
glass and modified or fimctionalized glass, plastics (including acrylics, polystyrene and 
copolymers of styrene and other materials, polypropylene, polyethylene, polybutylene, 

20 polyurethanes, TeflonJ, etc.), polysaccharides, nylon or nitrocellulose, resins, silica or silica- 
based materials including silicon and modified silicon, carbon, metals, inorganic glasses, 
plastics, etc. In general, the substrates allow optical detection and do not appreciably 
fluoresce. See, e.g., WO0055627 Reusable Low Fluorescent Plastic Biochip. 

Generally the substrate is planar, although as will be appreciated by those in the art, 

25 other configurations of substrates may be used as well. For example, the probes may be 

placed on the inside surface of a tube, for flow-through sample analysis to minimize sample 
volume. Similarly, the substrate may be flexible, such as a flexible foam, including closed 
cell foams made of particular plastics. 

In a preferred embodiment, the surface of the biochip and the probe may be 

30 derivatized with chemical fimctional groups for subsequent attachment of the two. Thus, e.g., 

the biochip is derivatized with a chemical fimctional group including, but not limited to, 

amino groups, carboxyl groups, oxo groups and thiol groups, with amino groups being 

particularly preferred. . Using these fimctional groups, the probes can be attached using 
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functional groups on the probes. For example, nucleic acids containing amino groups can be 
attached to surfaces comprising amino groups, e.g., using linkers as are known in the art; e.g., 
homo-or hetero-bifunctional linkers as are well known (see 1994 Pierce Chemical Company 
catalog, technical section on cross-linkers, pages 155-200), La addition, in some cases, 
5 additional Unkers, such as alkyl groups (including substituted and heteroalkyl groups) may be 
used. 

In this embodiment, oligonucleotides are synthesized as is known in the art, and then 
attached to the surface of the solid support. As will be appreciated by those skilled in the art, 
either the 5' or 3 ' terminus may be attached to the solid support, or attachment may be via an 

10 internal nucleoside. 

In another embodiment, the immobilization to the solid support may be very strong, 
yet non-covalent. For example, biotinylated oligonucleotides can be made, which bind to 
surfaces covalently coated with streptavidin, resulting in attachment. 

Alternatively, the oligonucleotides may be synthesized on the surface, as is known in 

15 the art. For example, photoactivation techniques utilizing photopolymerization compounds 
and techniques are used. In a preferred embodiment, the nucleic acids can be synthesized in 
situ, using well known photolithographic techniques, such as those described in WO 
95/25 1 16; WO 95/35505; U.S. Patent Nos. 5,700,637 and 5,445,934; and references cited 
within, all of which are expressly incorporated by reference; these methods of attachment 

20 form the basis of the Affymetrix GeneChip™ technology. 

Often, amplification-based assays are performed to measure the expression level of 
ovarian cancer-associated sequences. These assays are typically performed in conjunction 
with reverse transcription. In such assays, an ovarian cancer-associated nucleic acid 
sequence acts as a template in an amplification reaction (e.g.. Polymerase Chain Reaction, or 

25 PCR). In a quantitative ampUfication, the amount of amplification product will be 

proportional to the amount of template in the original sample. Comparison to appropriate 
controls provides a measure of the amount of ovarian cancer-associated RNA. Methods of 
quantitative amplification are well known to those of skill in the art. Detailed protocols for 
quantitative PCR are available. See, e.g., Innis, et al.(1990) PCR Protocols: A Guide to 

3 0 Methods and AppUcations Academic Press. 

In some embodiments, a TaqMan based assay is used to measure expression. 

TaqMan based assays use a fluorogenic oligonucleotide probe that contains a 5' fluorescent 

dye and a 3' quenching agent. The probe hybridizes to a PCR product, but cannot itself be 
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extended due to a blocking agent at the 3' end. When the PGR product is amplified in 
subsequent cycles, the 5' nuclease activity of the polymerase, e.g., AmpliTaq, results in the 
cleavage of the TaqMan probe. This cleavage separates the 5' fluorescent dye and the 3' 
quenching agent, thereby resulting in an increase in fluorescence as a function of 
5 amplification (see, e.g., literature provided by Perkin-Elmer, e.g., www2.perkin-elmer.coin). 
Other suitable amphfication methods include, but are not limited to, Ugase chain 
reaction (LCR; see Wu and Wallace (1989) Genomics 4:560-569; Landegren, et al. (1988) 
Science 241:1077-1980; and Barringer, et al. (1990) Gene 89:1 17-122), transcription 
amplification (Kwoh, et al. (1989) Proc. Nafl Acad. Sci. USA 86:1173-1177), self-sustained 
1 0 sequence replication (Guatelli, et al. (1 990) Proc. Nat'I Acad. Sci. USA 87: 1 874-1 878), dot 
PGR, linker adapter PGR, etc. 

Expression of ovarian cancer proteins from nucleic acids 

In a preferred embodiment, ovarian cancer nucleic acids, e.g., encoding ovarian 

15 cancer proteins are used to make a variety of expression vectors to express ovarian cancer 
proteins which can then be used in screening assays, as described below. Expression vectors 
and recombinant DNA technology are well known and are used to express proteins. See, e.g., 
Ausubel, supra; and Fernandez and Hoeffler (eds. 1999) Gene Expression Svstems Academic 
Press. The expression vectors may be either self-replicating extrachromosomal vectors or 

20 vectors which integrate into a host genome. Generally, these expression vectors include 
transcriptional and translational regulatory nucleic acid operably linked to the nucleic acid 
encoding the ovarian cancer protein. The term "control sequences" refers to DNA sequences 
used for the expression of an operably linked coding sequence in a particular host organism. 
Control sequences that are suitable for prokaryotes, e.g., include a promoter, optionally an 

25 operator sequence, and a ribosome binding site. Eukaryotic cells are known to utilize 
promoters, polyadenylation signals, and enhancers. 

Nucleic acid is "operably linked" when it is placed into a fiinctional relationship with 
another nucleic acid sequence. For example, DNA for a pre-sequence or secretory leader is 
operably linked to DNA for a polypeptide if it is expressed as a pre-protein that participates 

30 in the secretion of the polypeptide; a promoter or enhancer is operably linked to a coding 

sequence if it afifects the transcription of the sequence; a ribosome binding site is operably 

linked to a coding sequence if it is positioned so as to facilitate translation; and two sequences 

may be operably linked when they are physically part of the same polymer. Generally, 

41 



wo 02/102235 



PCT/US02/19297 



"operably linked" means that the DNA sequences being linked are contiguous, and, in the 
case of a secretory leader, contiguous and in reading phase. However, enhancers do not have 
to be contiguous. Linking is typically accompUshed by ligation at convenient restriction 
sites. If such sites do not exist, synthetic oligonucleotide adaptors or linkers are used in 
5 accordance with conventional practice. Transcriptional and translational regulatory nucleic 
acid will generally be appropriate to the host cell used to express the ovarian cancer protein. 
Numerous types of appropriate expression vectors, and suitable regulatory sequences are 
known in the art for a variety of host cells. 

In general, transcriptional and translational regulatory sequences may include, but are 
10 not limited to, promoter sequences, ribosomal binding sites, transcriptional start and stop 
sequences, translational start and stop sequences, and enhancer or activator sequences. In a 
preferred embodiment, the regulatory sequences include a promoter and transcriptional start 
and stop sequences. 

Promoter sequences typically encode constitutive or inducible promoters. The 

1 5 promoters may be naturally occurring promoters or hybrid promoters. Hybrid promoters, 
which combine elements of more than one promoter, are also known in the art, and are useful 
in the present invention. 

In addition, an expression vector may comprise additional elements. For example, the 
expression vector may have two replication systems, thus allowing it to be maintained in two 

20 organisms, e.g., in mammaUan or insect cells for expression and in a procaryotic host for 
cloning and amplification. Furthermore, for integrating expression vectors, the expression 
vector contains at least one sequence homologous to the host cell genome, and preferably two 
homologous sequences which flank the expression construct. The integrating vector may be 
directed to a specific locus in the host cell by selecting the appropriate homologous sequence 

25 for inclusion in the vector. Constructs for integrating vectors are available. See, e.g., 
Fernandez and HoefiQer, supra. 

In addition, in a preferred embodiinent, the expression vector contains a selectable 
marker gene to allow the selection of transformed host cells. Selection genes are well known 
in the art and will vary with the host cell used, 

30 The ovarian cancer proteins of the present invention are produced by culturing a host 

cell transformed with an expression vector containing nucleic acid encoding an ovarian 

cancer protein, under the appropriate conditions to induce or cause expression of the ovarian 

cancer protein. Conditions appropriate for ovarian cancer protein expression will vary with 
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the choice of the expression vector and the host cell, and will be easily ascertained by one 
skilled in the art through routine experimentation or optimization. For example, the xise of 
constitutive promoters in the expression vector will require optimizing the growth and 
proliferation of the host cell, while the use of an inducible promoter requires the appropriate 
5 growth conditions for induction. In addition, in some embodiments, the timing of the harvest 
is important. For example, the baculovirus systems used in insect cell expression are lytic 
viruses, and thus harvest time selection can be crucial for product yield. 

Appropriate host cells include yeast, bacteria, archaebacteria, fungi, and insect and 
animal cells, including mammalian cells. Of particular interest are Saccharomyces cerevisiae 

10 and other yeasts, E. coli. Bacillus subtilis, SB cells, CI 29 cells, 293 cells, Neurospora, BHK, 
CHO, COS, HeLa cells, HUVEC (human umbilical vein endothelial cells), THPl cells (a 
macrophage cell line) and various other human cells and cell lines. 

In a preferred embodiment, the ovarian cancer proteins are expressed in mammalian 
cells. Mammalian expression systems are also known in the art, and include retroviral and 

15 adenoviral systems. One expression vector system is a retroviral vector system such as is 
generally described m PCT/US97/01019 and PCT/US97/01048, both of which are hereby 
expressly incorporated by reference. Of particular use as mammalian promoters are the 
promoters from mammalian viral genes, since the viral genes are often highly expressed and 
have a broad host range. Examples include the SV40 early promoter, mouse mammary tumor 

20 virus LTR promoter, adenovirus major late promoter, herpes simplex virus promoter, and the 
CMV promoter. See, e.g., Fernandez and HoefQer, supra. Typically, transcription 
termination and polyadenylation sequences recognized by mammahan cells are regulatory 
regions located 3' to the translation stop codon and thus, together with the promoter elements, 
flank the coding sequence. Examples of transcription terminator and polyadenylation signals 

25 include those derived form SV40. 

The methods of introducing exogenous nucleic acid into mammalian hosts, as well as 
other hosts, is well known in the art, and will vary with the host cell used. Techniques 
include dextran-mediated transfection, calcium phosphate precipitation, polybrene mediated 
transfection, protoplast fusion, electroporation, viral infection, encapsulation of the 

30. polynucleotide(s) in liposomes, and direct microinjection of the DNA into nuclei. 

In a preferred embodiment, ovarian cancer proteins are expressed in bacterial systems. 

Bacterial expression systems are well known in the art. Promoters from bacteriophage may 

also be used and are known in the art. In addition, synthetic promoters and hybrid promoters 
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are also useful; e.g., the tac promoter is a hybrid of the trp and lac promoter sequences. 
Furthermore, a bacterial promoter can include naturally occurring promoters of non-bacterial 
origin that have the ability to bind bacterial RNA polymerase and initiate transcription. In 
addition to a functioning promoter sequence, an efficient ribosome binding site is desirable. 
5 The expression vector may also include a signal peptide sequence that provides for secretion 
of the ovarian cancer protein in bacteria. The protein is either secreted into the growth media 
(gram-positive bacteria) or into the periplasmic space, located between the inner and outer 
membrane of the cell (gram-negative bacteria). The bacterial expression vector may also 
include a selectable marker gene to allow for the selection of bacterial strains that have been 

10 transformed. Suitable selection genes include genes which render the bacteria resistant to 
drugs such as ampicillin, chloramphenicol, erythromycin, kanamycin, neomycin, and 
tetracycline. Selectable markers also include biosynthetic genes, such as those in the 
histidine, tryptophan, and leucine biosynthetic pathways. These components are assembled 
into expression vectors. Expression vectors for bacteria are well known in the art, and 

15 include vectors for Bacillus subtilis, E. coli, Streptococcus cremoris, and Streptococcus 

hvidans, among others. See Fernandez and Hoeffler, supra. The bacterial expression vectors 
are transformed into bacterial host cells using techniques well known in the art, such as 
calcium chloride treatment, electroporation, and others. 

In one embodunent, ovarian cancer proteins are produced in insect cells. Expression 

20 vectors for the transformation of insect cells, and in particular, baculovirus-based expression 
vectors, are well known in the art. 

In a preferred embodiment, an ovarian cancer protein is produced in yeast cells. 
Yeast expression systems are well known in the art, and include expression vectors for 
Saccharomyces cerevisiae, Candida albicans and C. maltosa, Hansenula polymorpha, 

25 Kluyveromyces fragilis and K. lactis, Pichia guillerimondii and P. pastoris, 
Schizosaccharomyces pombe, and Yarrowia lipolytica. 

The ovarian cancer protein may also be made as a fusion protein, using techniques 
well known in the art. Thus, e.g., for the creation of monoclonal antibodies, if the desired 
epitope is small, the ovarian cancer protein may be fused to a carrier protein to form an 

30 immunogen. Alternatively, the ovarian cancer protein may be made as a fusion protein to 

increase expression, or for other reasons. For example, when the ovarian cancer protein is an 
ovarian cancer peptide, the nucleic acid encoding the peptide may be linked to other nucleic 
acid for expression purposes. 
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In a preferred embodiment, the ovarian cancer protein is purified or isolated after 
expression. Ovarian cancer proteins may be isolated or purified in a variety of ways known 
to those skilled in the art depending on what other components are present in the sample. 
Standard purification methods include electrophoretic, molecular, immunological and 
5 chromatographic techniques, including ion exchange, hydrophobic, affinity, and reverse- 
phase HPLC chromatography, and chromatofocusing. For example, the ovarian cancer 
protein may be purified using a standard anti-ovarian cancer protein antibody column. 
Ultrafiltration and diafiltration techniques, in conjunction with protein concentration, are also 
usefiil. For general guidance in suitable purification techniques, see Scopes (1982) Protein 
1 0 Purification Springer- Verlag.^ The degree of purification necessary will vary depending on 
the use of the ovarian cancer protem. In some instances no purification v^U be necessary. 

Once expressed and purified if necessary, the ovarian cancer proteins and nucleic 
acids are useful in a number of applications. They may be used as immunoselection reagents, 
as vaccine reagents, as screening agents, etc. 

15 

Variants of ovarian cancer proteins 

In one embodiment, the ovarian cancer proteins are derivative or variant ovarian 
cancer proteins as compared to the wild-type sequence. That is, as outlined more fiiUy below, 
the derivative ovarian cancer peptide will often contain at least one amino acid substitution, 
20 deletion or iosertion, with amino acid substitutions being particularly preferred. The amino 
acid substitution, insertion, or deletion may occur at most any residue within the ovarian 
cancer peptide. 

Also included within one embodiment of ovarian cancer proteins of the present 
invention are amino acid sequence variants. These variants typically fall into one or more of 

25 three classes: substitutional, insertional or deletional variants. These variants ordinarily are 
prepared by site specific mutagenesis of nucleotides in the DNA encoding the ovarian cancer 
protein, using cassette or PGR mutagenesis or other techniques. well known in the art, to 
produce DNA encoding the variant, and thereafter expressing the DNA in recombinant cell 
culture as outlined above. However, variant ovarian cancer protein firagments having up to 

30 about 100-150 residues may be prepared by in vitro synthesis using established techniques. 

Amino acid sequence variants are characterized by the predetermined nature of the variation, 

a feature that sets them apart firom naturally occurring allelic or interspecies variation of the 

ovarian cancer proteia amino acid sequence. The variants typically exhibit the same 
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qualitative biological activity as the naturally occuning analogue, although variants can also 
be selected which have modified characteristics as will be more fully outlined below. 

While the site or region for introducing an amino acid sequence variation is 
predetermined, the mutation per se need not be predetermined. For example, in order to 
5 optimize the performance of a mutation at a given site, random mutagenesis may be 

conducted at the target codon or region and the expressed ovarian cancer variants screened 
for the optimal combination of desured activity. Techniques for making substitution 
mutations at predetermined sites in DNA having a known sequence are well known, e.g., 
M13 primer mutagenesis and PGR mutagenesis. Screening of the mutants is done using 

10 assays of ovarian cancer protein activities. 

Amino acid substitutions are typically of single residues; insertions usually will be on 
the order of firom about 1 to 20 amino acids, although considerably larger insertions may be 
tolerated. Deletions range firom about 1 to about 20 residues, although in some cases 
deletions may be much larger. 

15 Substitutions, deletions, insertions or any combination thereof may be used to arrive 

at a final derivative. Generally these changes are done on a few amino acids to minimize the 
alteration of the molecule. However, larger changes may be tolerated in certain 
circumstances. When small alterations in the characteristics of the ovarian cancer protein are 
desired, substitutions are generally made in accordance with the amino acid substitution 

20 relationships provided in the definition section. 

The variants typically exhibit the same qualitative biological activity and will eUcit 
the same immune response as the naturally-occurring analog, although variants also are 
selected to modify the characteristics of the ovarian cancer proteins as needed. Alternatively, 
the variant may be designed such that the biological activity of the ovarian cancer protein is 

25 altered. For example, glycosylation sites may be altered or removed. 

Substantial changes in function or immunological identity are made by selecting 
substitutions that are less conservative than those described above. For example, 
substitutions may be made which more significantly affect: the structure of the polypeptide 
backbone in the area of the alteration, for example the alpha-helical or beta-sheet structure; 

30 the charge or hydrophobicity of the molecule at the target site; or the bulk of the side chain. 

The substitutions which in general are expected to produce the greatest changes in the 

polypeptide's properties are those in which (a) a hydrophilic residue, e.g., serine or threonine 

is substituted for (or by) a hydrophobic residue, e.g., leucine, isoleucine, phenylalanine, 
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valine, or alanine; (b) a cysteine or proline is substituted for (or by) any other residue; (c) a 
residue having an electropositive side chain, e.g., lysine, arginine, or histidine, is substituted 
for (or by) an electronegative residue, e.g., glutamic or aspartic acid; (d) a residue having a 
bulky side chain, e.g., phenylalanine, is substituted for (or by) one not having a side chain, 
5 e.g., glycine; or (e) a proline residue is incorporated or substituted, which changes the degree 
of rotational jfreedom of the peptidyl bond. 

Covalent modifications of ovarian cancer polypeptides are included within the scope 
of this invention. One type of covalent modification includes reacting targeted amino acid 
residues of an ovarian cancer polypeptide with an organic derivatizing agent that is capable of 

1 0 reacting with selected side chains or the N-or C-terminal residues of an ovarian cancer 

polypeptide. Derivatization with bifimctional agents is usefiil, for instance, for crosslinking 
ovarian cancer polypeptides to a water-insoluble support matrix or surface for use in the 
method for purifying anti-ovarian cancer polypeptide antibodies or screening assays, as is 
more fiilly described below. Commonly used crossUnking agents include, e.g., 1,1- 

15 bis(diazoacetyl)-2-phenylethane, glutaraldehyde, N-hydroxysuccinimide esters, e.g., esters 
with 4-azidosalicylic acid, homobifimctional imidoesters, including disuccinimidyl esters 
such as 3,3'-dithiobis(succininMdylpropionate), bifimctional maleimides such as bis-N- 
maleimido-l,8-octane and agents such as methyI-3-((p-azidophenyl)dithio)propioimidate. 

Other modifications include deamidation of glutamine and asparagine residues to the 

20 corresponding glutamic and aspartic acid residues, respectively, hydroxylation of proline and 
lysine, phosphorylation of hydroxyl groups of serine, threonine, or tyrosine residues, 
methylation of the amino groups of the lysine, arginine, and histidine side chains (e.g., pp. 
79-86, Creighton (1983) Proteins: Structure and Molecular Properties Freeman), acetylation 
of the N-terminal amine, and amidation of a C-terminal carboxyl group. 

25 Another type of covalent modification of the ovarian cancer polypeptide included 

within the scope of this invention comprises altering the native glycosylation pattern of the 
polypeptide. "Altering the native glycosylation pattern" is intended for purposes herein to 
mean deleting one or more carbohydrate moieties foimd in native sequence ovarian cancer 
polypeptide, and/or adding one or more glycosylation sites that are not present in the native 

30 sequence ovarian cancer polypeptide. Glycosylation pattems can be altered in many ways. 

For example the use of different cell types to express ovarian cancer-associated sequences 

can result in different glycosylation pattems. 

Addition of glycosylation sites to ovarian cancer polypeptides may also be 
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accomplished by altering the amino acid sequence thereof. The alteration may be made, e.g., 
by the addition of, or substitution by, one or more serine or threonine residues to the native 
sequence ovarian cancer polypeptide (for 0-linked glycosylation sites). The ovarian cancer 
amino acid sequence may optionally be altered through changes at the DNA level, 
5 particularly by mutating the DNA encoding the ovarian cancer polypeptide at pre-selected 
bases such that codons are generated that will translate into the desired amino acids. 

Another means of increasing the number of carbohydrate moieties on the ovarian 
cancer polypeptide is by chemical or enzymatic coupling of glycosides to the polypeptide. 
See, e.g., WO 87/05330, and pp. 259-306 in Aplin and Wriston (1981) CRC Crit. Rev. 

10 Biochem. CRC Press. 

Removal of carbohydrate moieties present on the ovarian cancer polypeptide may be 
accomplished chemically or enzymatically or by mutational substitution of codons encoding 
for amino acid residues that serve as targets for glycosylation. Chemical deglycosylation 
techniques are applicable. See, e.g., Sojar and Bahl (1987) Arch. Biochem. Biophvs. 259:52- 

15 57; and Edge, et al. (1981) Anal. Biochem. 1 18:131-137. Enzymatic cleavage of 

carbohydrate moieties on polypeptides can be achieved by the use of a variety of endo-and 
exo-glycosidases. See, e.g., Thotakura, et al. (1987) Meth. Enzvmol, 138:350-359. 

Another type of covalent modification of ovarian cancer comprises linking the 
ovarian cancer polypeptide to one of a variety of non-proteinaceous polymers, e.g., 

20 polyethylene glycol, polypropylene glycol, or polyoxyalkylene. See, e.g., U.S. Patent Nos. 
4,640,835; 4,496,689; 4,301,144; 4,670,417; 4,791,192; or 4,179,337. 

Ovarian cancer polypeptides of the present invention may also be modified in a way 
to form chimeric molecules, e.g., comprising an ovarian cancer polypeptide fiised to another 
heterologous polypeptide or amino acid sequence. In one embodiment, such a chimeric 

25 molecule comprises a fusion of an ovarian cancer polypeptide with a tag polypeptide which 
provides an epitope to which an anti-tag antibody can selectively bind. The epitope tag is 
generally placed at the amino-or carboxyl-terminus of the ovarian cancer polypeptide. The 
presence of such epitope-tagged forms of an ovarian cancer polypeptide can be detected 
using an antibody against the tag polypeptide. Also, provision of the epitope tag enables the 

30 ovarian cancer polypeptide to be readily purified by affinity purification using an anti-tag 

antibody or another type of affinity matrix that binds to the epitope tag. In an altemative 

embodiment, the chimeric molecule may comprise a fixsion of an ovarian cancer polypeptide 

with an immunoglobulin or a particular region of an immunoglobulin. For a bivalent form of 
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the chimeric molecule, such a fusion coxild be to the Fc region of an IgG molecule. 

Various tag polypeptides and their respective antibodies are well known in the art. 
Examples include poly-histidine (poly-his) or poly-histidine-glycine (poly-his-gly) tags; His6 
and metal chelation tags, the flu HA tag polypeptide and its antibody 12CA5 (Field, et al. 
5 (1988) MoL Cell. Biol. 8:21.59-2165); the c-myc tag and the 8F9, 3C7, 6E10, G4, B7, and 
9E10 antibodies thereto (Evan, et al. (1985) Mol Cell. Biol. 5:3610-3616); and the Herpes 
Simplex virus glycoprotein D (gD) tag and its antibody (Paborsky, et al. (1990) Protein 
Engineering 3:547-553). Other tag polypeptides include, e.g., the Flag-peptide (Hopp, et al. 
(1988) BioTechnology 6:1204-1210); the KT3 epitope peptide (Martin, et al. (1992) Science 

10 255:192-194); tubulin epitope peptide (Skinner, et al. (1991) J. Biol. Chem. 266:15163- 
15166); and the T7 gene 10 protein peptide tag (Lutz-Freyennuth et al. (1990) Proc. Nat'l 
Acad. Sci. USA 87:6393-6397). 

Also included are other ovarian cancer proteins of the ovarian cancer family, and 
ovarian cancer proteins from other organisms, which are cloned and expressed as outlined 

15 below. Thus, probe or degenerate polymerase chain reaction (PGR) primer sequences may be 
used to find other related ovarian cancer proteins from humans or other organisms. As will 
be appreciated by those in the art, particularly useful probe and/or PCR primer sequences 
include the unique areas of the ovarian cancer nucleic acid sequence. As is generally known 
in the art, preferred PCR primers are from about 15 to about 35 nucleotides in length, with 

20 from about 20 to about 30 being preferred, and may contain inosine as needed. The 

conditions for the PCR reaction are well known in the art (e.g., frmis, PCR Protocols, supra). 

Antibodies to ovarian cancer proteins 

In a preferred embodiment, when the ovarian cancer protein is to be used to generate 

25 antibodies, e.g., for immunotherapy or immunodiagnosis, the ovarian cancer protein should 

share at least one epitope or determinant with the full length protein. By "epitope" or 

"determinant" herein is typically meant a portion of a protein which will generate and/or bind 

an antibody or T-cell receptor in the context of MHC. Thus, in most instances, antibodies 

made to a smaller ovarian cancer protein will be able to bind to the fiill-length protein, 

30 particularly linear epitopes. In a prefenned embodiment, the epitope is unique; that is, 

antibodies generated to a xmique epitope show little or no cross-reactivity. 

Methods of preparing polyclonal antibodies are known to the skilled artisan (e.g., 

Coligan, supra; and Harlow and Lane, supra). Polyclonal antibodies can be raised in a 
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mammal, e.g., by one or more injections of an immunizing agent and, if desired, an adjuvant. 
Typically, the immunizing agent and/or adjuvant will be injected in the mammal by multiple 
subcutaneous or intraperitoneal injections. The inmiunizing agent may include a protein 
encoded by a nucleic acid of the figures or firagment thereof or a fusion protein thereof It 
5 may be useful to conjugate the immunizing agent to a protein known to be immunogenic in 
the mammal being immimized. Examples of such immunogenic proteins include but are not 
limited to keyhole limpet hemocyanin, serum albumin, bovine thyroglobulin, and soybean 
trypsin inhibitor. Examples of adjuvants which may be employed include Freund's complete 
adjuvant and MPL-TDM adjuvant (monophosphoryl Lipid A, synthetic trehalose 

1 0 dicorynomycolate). The immunization protocol may be selected by one skilled in the art 
without undue experimentation. 

The antibodies may, alternatively, be monoclonal antibodies. Monoclonal antibodies 
may be prepared using hybridoma methods, such as those described by Kohler and Milstein 
(1975) Nature 256:495-497. In a hybridoma method, a mouse, hamster, or other appropriate 

15 host animal, is typically immunized with an immunizing agent to elicit lymphocytes that 
produce or are capable of producing antibodies that will specijHcally bind to the immunizing 
agent. Altematively, the lymphocytes may be immimized in vitro. The immunizing agent 
will typically include a polypeptide encoded by a nucleic acid of Tables 1-26 or firagment 
thereof, or a fusion protein thereof. Generally, either peripheral blood lymphocytes ("PBLs") 

20 are used if cells of hmnan origin are desired, or spleen cells or lymph node cells are used if 
non-human mammalian sources are desired. The lymphocytes are then fused with an 
immortalized cell line using a suitable fusing agent, such as polyethylene glycol, to form a 
hybridoma cell (e.g., pp. 59-103 in Goding (1986) Monoclonal Antibodies: Principles and 
Practice Academic Press). Immortalized cell lines are usually transformed mammalian cells, 

25 particularly myeloma cells of rodent, bovine and human origin. Usually, rat or mouse 

myeloma cell lines are employed. The hybridoma cells may be cultured in a suitable culture 
medium that preferably contains one or more substances that inhibit the growth or survival of 
the unfused, iirunortalized cells. For example, if the parental cells lack the enzyme 
hypoxandiine guanine phosphoribosyl transferase (HGPRT or HPRT), the culture medium 

30 for the hybridomas typically will include hypoxanthine, aminopterin, and thymidine ("HAT 

medium"), which substances prevent the growth of HGPRT-deficient cells. 

In one embodiment, the antibodies are bispecific antibodies. Bispecific antibodies are 

monoclonal, preferably human or humanized, antibodies that have binding specificities for at 
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least two different antigens or that have binding specificities for two epitopes on the same 
antigen. In one embodiment, one of the binding specificities is for a protein encoded by a 
nucleic acid Table 1-26 or a firagment thereof, the other one is for any other antigen, and 
preferably for a cell-surface protein or receptor or receptor subunit, preferably one that is 
5 tumor specific. Alternatively, tetramer-type technology may create multivalent reagents. 

In a preferred embodiment, the antibodies to ovarian cancer protein are capable of 
reducing or eliminating a biological function of an ovarian cancer protein, as is described 
below. That is, the addition of anti-ovarian cancer protein antibodies (either polyclonal or 
preferably monoclonal) to ovarian cancer tissue (or cells containing ovarian cancer) may 

10 reduce or eUminate the ovarian cancer. Generally, at least a 25% decrease in activity, 

growth, size or the like is preferred, with at least about 50% being particularly preferred and 
about a 95-100% decrease being especially preferred. 

In a preferred embodiment the antibodies to the ovarian cancer proteins are 
humanized antibodies (e.g., Xenerex Biosciences; Medarex, Inc.; Abgenix, Inc.; Protem 

15 Design Labs, Inc.) Humanized forms of non-human (e.g., murine) antibodies are chimeric 
molecules of immunoglobulins, immunoglobulin chains or firagments thereof (such as Fv, 
Fab, Fab', F(ab')2 or other antigen-binding subsequences of antibodies) which contain 

minimal sequence derived firom non-human immunoglobuUn. Humanized antibodies include 
human immunoglobulins (recipient antibody) in which residues from a complementary 

20 determining region (CDR) of the recipient are replaced by residues firom a CDR of a non- 
himian species (donor antibody) such as mouse, rat or rabbit having the desired specificity, 
affinity and capacity. In some instances, Fv firamework residues of the hiunan 
immunoglobulin are replaced by corresponding non-human residues. Humanized antibodies 
may also comprise residues which are found neither in the recipient antibody nor in the 

25 imported CDR or framework sequences. In general, a humanized antibody will comprise 
substantially all of at least one, and typically two, variable domains, in which all or 
substantially all of the CDR regions correspond to those of a non-human immunoglobulin 
and all or substantially all of the firamework (FR) regions are those of a human 
immunoglobulin consensus sequence. The humanized antibody optimally also will comprise 

30 at least a portion of an inraiunoglobulin constant region (Fc), typically that of a human 
immunoglobulin. Humanization can be essentially performed following the method of 
Winter and co-workers, e.g., by substituting rodent CDRs or CDR sequences for the 
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corresponding sequences of a human antibody. See, e.g., Jones, et al. (1986) Nature 321:522- 
525; Riechmann, et al. (1988) Nature 332:323-329; Presta (1992) Curr. Op. Struct." Biol. 
2:593-596; and Verhoeyen, et al. (1988) Science 239:1534-1536). Accordingly, such 
humanized antibodies are chimeric antibodies (U.S. Patent No. 4,816,567), wherein 
5 substantially less than an intact human variable domain has been substituted by the 
corresponding sequence from a non-human species. 

Human antibodies can also be produced using various techniques known in the art, 
including phage display libraries (see, e.g., Hoogenboom and Winter (1991) J. Mol. Biol. 
227:381-388; and Marks, et al. (1991) J. Mol. Biol. 222:581-597) or human monoclonal 

10 antibodies (see, e.g., p. 77, Cole, et al. in Reisfeld and Sell (1985) Monoclonal Antibodies 
and Cancer Therapy Liss; and Boemer, et al. (1991) J. Immunol. 147:86-95). Similarly, 
human antibodies can be made by introducing of human immunoglobulin loci into transgenic 
anunals, e.g., mice in which the endogenous immunoglobuUn genes have been partially or 
completely inactivated. Upon challenge, human antibody production is observed, which 

15 closely resembles that seen in humans in all respects, including gene rearrangement, 
assembly, and antibody repertoire. See, e.g., U.S. Patent Nos. 5,545,807; 5,545,806; 
5,569,825; 5,625,126; 5,633,425; 5,661,016; Marks, et al. (1992) Bio/Technology 10:779- 
783; Lonberg, et al. (1994) Nature 368:856-859; Morrison (1994) Nature 368:812-13; 
Neuberger (1996) Nature Biotechnoloev 14:826 commenting on Fishwild, et al. (1996) 

20 Nature Biotechnology 14:845-51; and Lonberg and Huszar (1995) Intern. Rev. Immunol. 
13:65-93. 

By immunotherapy is meant treatment of ovarian cancer, e.g., with an antibody raised 
against ovarian cancer proteins. As used herein, immunotherapy can be passive or active. 
Passive immunotherapy as defined herein is the passive transfer of antibody to a recipient 

25 (patient). Active immunization is the induction of antibody and/or T-cell responses in a 
recipient (patient). Induction of an immune response is the result of providing the recipient 
with an antigen to which antibodies are raised. The antigen may be provided by injecting a 
polypeptide against which antibodies are desired to be raised hxto a recipient, or contacting 
the recipient with a nucleic acid capable of expressing the antigen and under conditions for 

30 expression of the antigen, leading to an immune response. 

In a preferred embodiment the ovarian cancer proteins against which antibodies are 

raised are secreted proteins as described above. Without being bound by theory, antibodies 

used for treatment, bind and prevent the secreted protein from binding to its receptor, thereby 
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inactivating the secreted ovarian cancer protein. 

In another preferred embodiment, the ovarian cancer protein to which antibodies are 
raised is a transmembrane protein. Without being boimd by theory, antibodies used for 
treatment, bind the extracellular domain of the ovarian cancer protein and prevent it from 

5 binding to other proteins, such as circulating ligands or cell-associated molecules. The 
antibody may cause down-regulation of the transmembrane ovarian cancer protein. As will 
be appreciated by one of ordinary skill in the art, the antibody may be a competitive, non- 
competitive or uncompetitive inhibitor of protein binding to the extracellular domain of the 
ovarian cancer protein. The antibody is also an antagonist of the ovarian cancer protein. 

1 0 Further, the antibody prevents activation of the transmembrane ovarian cancer protein. In 
one aspect, when the antibody prevents the binding of other molecules to the ovarian cancer 
protein, the antibody prevents growth of the cell. The antibody may also be used to target or 
sensitize the cell to cytotoxic agents, including, but not limited to TNF-a, TNF-P, IL-1, INF- 
y, and IL-2, or chemotherapeutic agents including 5FU, vinblastine, actinomycin D, cisplatin, 

15 methotrexate, and the like. In some instances the antibody belongs to a sub-type that 
activates serum complement when complexed with the transmembrane protein thereby 
mediating cytotoxicity or antigen-dependent cytotoxicity (ADCC). Thus, ovarian cancer is 
treated by administering to a patient antibodies directed against the transmembrane ovarian 
cancer protein. Antibody-labeling may activate a co-toxin, localize a toxin payload, or 

20 otherwise provide means to locally ablate cells. 

In another preferred embodiment, the antibody is conjugated to an effector moiety. 
The effector moiety can be any number of molecules, including labeling moieties such as 
radioactive labels or fluorescent labels, or can be a therapeutic moiety. In one aspect the 
therapeutic moiety is a small molecule that modulates the activity of the ovarian cancer 

25 protein. In another aspect the therapeutic moiety modulates the activity of molecules 

associated with or in close proximity to the ovarian cancer protein. The therapeutic moiety 
may inhibit enzymatic activity such as protease or coUagenase or protein kinase activity 
associated with ovarian cancer. 

In a preferred embodiment, the therapeutic moiety can also be a cytotoxic agent. In 

30 this method, targeting the cytotoxic agent to ovarian cancer tissue or cells, results in a 

reduction in the number of afflicted cells, thereby reducing symptoms associated with ovarian 
cancer. Cytotoxic agents are niunerous and varied and include, but are not limited to, 
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cytotoxic drugs or toxins or active fragments of such toxins. Suitable toxins and their 
corresponding fragments include diphtheria A chain, exotoxin A chain, ricin A chain, abrin A 
chain, curcin, crotin, phenomycin, enomycin and the like. Cytotoxic agents also include 
radiochemicals made by conjugating radioisotopes to antibodies raised against ovarian cancer 

5 proteins, or binding of a radionuclide to a chelating agent that has been covalently attached to 
the antibody. Targeting the therapeutic moiety to transmembrane ovarian cancer proteins not 
only serves to increase the local concentration of therapeutic moiety in the ovarian cancer 
afflicted area, but also serves to reduce deleterious side effects that may be associated with 
the untargeted therapeutic moiety. 

10 In another preferred embodiment, the ovarian cancer protein against which the 

antibodies are raised is an intracellular protein. In this case, the antibody may be conjugated 
to a protein which facilitates entry into the cell In one case, the antibody enters the cell by 
endocytosis. In another embodiment, a nucleic acid encoding the antibody is administered to 
the individual or cell. Moreover, wherein the ovarian cancer protein can be targeted within a 

15 cell, e.g., the nucleus, an antibody thereto contains a signal for that target localization, e.g., a 
nuclear localization signal. 

The ovarian cancer antibodies of the invention specifically bind to ovarian cancer 
proteins. By "specifically bind" herein is meant that the antibodies bind to the protein with a 
of at least about 0. 1 mM, more usually at least about 1 jxM, preferably at least about 0, 1 

20 \iM or better, and most preferably, 0.01 pM or better. Selectivity of binding is also 
important. 

Detection of ovarian cancer sequence for diagnostic and therapeutic applications 

In one aspect, the RNA expression levels of genes are determined for different 
25 cellular states in the ovarian cancer phenotype. Expression levels of genes in normal tissue 
(e.g., not xmdergoing ovarian cancer) and in ovarian cancer tissue (and in some cases, for 
varying severities of ovarian cancer that relate to prognosis, as outlined below, or in non- 
malignant disease are evaluated to provide expression profiles. An expression profile of a 
particular cell state or point of development is essentially a "fingerprint" of the state of the 
30 cell. While two states may have any particular gene similarly expressed, the evaluation of a 
number of genes simultaneously allows the generation of a gene expression profile that is 
reflective of the state of the cell. By comparing expression profiles of cells in different states, 
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information regarding which genes are important (including both up- and down-regulation of 
genes) in each of these states is obtained. Then, diagnosis may be performed or confirmed to 
determine whether a tissue sample has the gene expression profile of normal or cancerous 
tissue. This will provide for molecular diagnosis of related conditions. 

5 "Differential expression," or grammatical eqxiivalents as used herein, refers to 

qualitative or quantitative differences in the temporal and/or cellular gene expression 
patterns within and among cells and tissue. Thus, a differentially expressed gene can 
qualitatively have its expression altered, including an activation or inactivation, in, e.g., 
normal versus ovarian cancer tissue. Genes may be turned on or turned off in a particular 

ip state, relative to another state thus permitting comparison of two or more states. A 

qualitatively regulated gene will exhibit an expression pattem within a state or cell type 
which is detectable by standard techniques. Some genes will be expressed in one state or cell 
type, but not in both. Alternatively, the difference in expression may be quantitative, e.g., in 
that expression is modulated, either up-regulated, resulting in an increased amount of 

15 transcript, or down-regulated, resulting in a decreased amount of transcript. The degree to 
which expression differs need only be large enough to quantify via standard characterization 
techniques as outhned below, such as by use of Affymetrix GeneChip™ expression arrays. 
See, e.g., Lockhart (1996) Nature Biotechnology 14:1675-1680. Other techniques include, 
but are not limited to, quantitative reverse transcriptase PGR, northern analysis, and RNase 

20 protection. As outlined above, preferably the change in expression (e.g., up-regulation or 

down-regulation) is at least about 50%, more preferably at least about 100%, more preferably 
at least about 150%, more preferably at least about 200%, with firora 300 to at least 1000% 
being especially preferred. 

Evaluation may be at the gene transcript, or the protein level. The amoxmt of gene . 

25 expression may be monitored using nucleic acid probes to the DNA or RNA equivalent of the 
gene transcript, and the quantification of gene expression levels, or, alternatively, the final 
gene product itself (protein) can be monitored, e.g., with antibodies to the ovarian cancer 
protein and standard immunoassays (ELIS As, etc.) or other techniques, including mass 
spectroscopy assays, 2D gel electrophoresis assays, etc. Proteins corresponding to ovarian 

30 cancer genes, e.g., those identified as being important in an ovarian cancer or disease 

phenotype, can be evaluated in an ovarian disease diagnostic test, hi a preferred 

embodiment, gene expression monitoring is performed simultaneously on a number of genes. 

Multiple protein expression monitoring can be performed, or on an individual basis. 
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In this embodiment, the ovarian cancer nucleic acid probes are attached to biochips as 
outlined herein for the detection and quantification of ovarian cancer sequences in a 
particular sample. The assays are further described below in the example. PGR techniques 
can be used to provide greater sensitivity. 
5 In a preferred embodiment nucleic acids encoding the ovarian cancer protein are 

detected. Although DNA or RNA encoding the ovarian cancer protein may be detected, of 
particular interest are methods wherein an mRNA encoding an ovarian cancer protein is 
detected. Probes to detect mRNA can be a nucleotide/deoxynucleotide probe that is 
complementary to and hybridizes with the mRNA and includes, but is not limited to, 

10 oligonucleotides, cDNA or RNA. Probes also should contain a detectable label, as defined 
herein. In one method the mRNA is detected after immobilizing the nucleic acid to be 
examined on a solid support such as nylon membranes and hybridizing the probe with the 
sample. Following washing to remove the non-specifically bound probe, the label is 
detected. In another method detection of the mRNA is performed in situ. In this method 

15 permeabilized cells or tissue samples are contacted with a detectably labeled nucleic acid 
probe for sufficient time to allow the probe to hybridize with the target mRNA. Following 
washing to remove the non-specifically bound probe, the label is detected. For example a 
digoxygenin labeled riboprobe (RNA probe) that is complementary to the mRNA encoding 
an ovarian cancer protein is detected by binding the digoxygenin with an anti-digoxygenin 

20 secondary antibody and developed with nitro blue tetrazolium and 5-bromo-4-chloro-3- 
indoyl phosphate. 

In a preferred embodiment, various proteins firom the three classes of proteins as 
described herein (secreted, transmembrane or intracellular proteins) are used in diagnostic 
assays. The ovarian cancer proteins, antibodies, nucleic acids, modified proteins and cells 
25 containing ovarian cancer sequences are used in diagnostic assays. This can be performed on 
an individual gene or corresponding polypeptide level. In a preferred embodiment, the 
expression profiles are used, preferably in conjunction with high throughput screening 
techniques to allow monitoring for expression profile genes and/or correspondmg 
polypeptides. 

30 As described and defined herein, ovarian cancer proteins, including intracellular, 

transmembrane, or secreted proteins, find use as prognostic or diagnostic markers of ovarian 

disease. Detection of these proteins in putative ovarian cancer tissue allows for detection, 

diagnosis, or prognosis of ovarian disease, and for selection of therapeutic strategy. In one 
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embodiment, antibodies are used to detect ovarian cancer proteins. A preferred method 
separates proteins from a sample by electrophoresis on a gel (typically a denaturing and 
reducing protein gel, but may be another type of gel, including isoelectric focusing gels and 
the like). Following separation of proteins, the ovarian cancer protein is detected, e.g., by 

5 tmmunoblotting with antibodies raised against the ovarian cancer protein. Methods of 
immunoblotting are well known to those of ordinary skill in the art. 

In another preferred method, antibodies to the ovarian cancer protein find use in in 
situ imaging techniques, e.g., in histology. See, e.g., Asai (ed. 1993) Methods in Cell 
Biologv: Antibodies in Cell Biology (vol. 37) Academic Press. Cells are contacted with from 

10 one to many antibodies to the ovarian cancer protein(s). Following washing to remove non- 
specific antibody binding, the presence of the antibody or antibodies is detected. In one 
embodiment the antibody is detected by incubating with a secondary antibody that contains a 
detectable label. In another method the primary antibody to the ovarian cancer protein(s) 
contains a detectable label, e.g., an enzyme marker that can act on a substrate. In another 

15 preferred embodiment each one of multiple primary antibodies contains a distinct and 

detectable label. This method finds particular use in simultaneous screening for a plurality of 
ovarian cancer proteins. As will be appreciated by one of ordinary skill in the art, many other 
histological imaging techniques are also provided by the invention. 

In a preferred embodiment the label is detected in a fluorometer which has the ability 

20 to detect and distinguish emissions of different wavelengths. In addition, a fluorescence 
activated cell sorter (FACS) can be used in the method. 

In another preferred embodiment, antibodies find use in diagnosing ovarian cancer 
from blood, serum, plasma, stool, and other samples. Such samples, therefore, are useful as 
samples to be probed or tested for the presence of ovarian cancer proteins. Antibodies can be 

25 used to detect an ovarian cancer protein by previously described immunoassay techniques 
including ELIS A, immunoblotting (western blotting), immunoprecipitation, BIACORE 
technology, and the like. Conversely, the presence of antibodies may indicate an immxme 
response against an endogenous ovarian cancer protein. 

In a preferred embodiment, in situ hybridization of labeled ovarian cancer nucleic 

30 acid probes to tissue arrays is done. For example, arrays of tissue samples, including ovarian 

cancer tissue and/or normal tissue, are made. In situ hybridization (see, e.g., Ausubel, supra) 

is then performed. When comparing the fingerprints between an individual and a standard, 

the skilled artisan can make a diagnosis, a prognosis, or a prediction based on the findings. It 
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is further understood that the genes which indicate the diagnosis may differ from those which 
indicate the prognosis and molecular profiling of the condition of the cells may lead to 
distinctions between responsive or refractory conditions or may be predictive of outcomes. 
In a preferred embodiment, the ovarian cancer proteins, antibodies, nucleic acids, 
5 modified proteins and cells containing ovarian cancer sequences are used in prognosis assays. 
As above, gene expression profiles can be generated that correlate to ovarian cancer, clinical, 
pathological, or other information, in terms of long term prognosis. Again, ttiis may be done 
on either a protein or gene level, with the use of a plurality of genes being preferred. As 
above, ovarian cancer probes maybe attached to biochips for the detection and quantification 
10 of ovarian cancer sequences in a tissue or patient. The assays proceed as outlined above, for 
diagnosis. PGR method may provide more sensitive and accurate quantification. 

Assays for therapeutic compounds 

In a preferred embodiment members of the proteins, nucleic acids, and antibodies as 

15 described herein are used in drug screening assays. The ovarian cancer proteins, antibodies, 
nucleic acids, modified proteins and cells containing ovarian cancer sequences are used in 
drug screening assays or by evaluating the effect of drug candidates on a "gene expression 
profile" or expression profile of polypeptides. Iti a preferred embodiment, the expression 
profiles are used, preferably in conjunction with high throughput screening techniques to 

20 allow monitoring for expression profile genes after treatment with a candidate agent. See, 
e.g., Zlokamik, et al. (1998) Science 279:84-88; and Heid (1996) Genome Res. 6:986-994. 

In a preferred embodiment, the ovarian cancer proteins, antibodies, nucleic acids, 
modified proteins and cells containing the native or modified ovarian cancer proteins are used 
in screening assays. That is, the present invention provides novel methods for screening for 

25 compositions which modulate the ovarian cancer phenotype or an identified physiological 
function of an ovarian cancer protein. As above, this can be done on an individual gene level 
or by evaluating the effect of drug candidates on a "gene expression profile". In a preferred 
embodiment, the expression profiles are used, preferably in conjunction with high throughput 
screening techniques to allow monitoring for expression profile genes after treatment with a 

30 candidate agent. See, e.g., Zlokamik, supra. 

Having identified the differentially expressed genes herein, a variety of assays may be 

executed. In a preferred embodiment, assays may be run on an individual gene or protein 

level. That is, having identified a particular gene as up regulated in ovarian cancer, test 
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compounds can be screened for the ability to modulate gene expression or for binding to the 
ovarian cancer protein, "Modulation" thus includes both an increase and a decrease in gene 
expression. The preferred amount of modulation will depend on the original change of the 
gene expression in normal versus tissue undergoing ovarian cancer, with changes of at least 
5 10%, preferably 50%, more preferably 100-300%, and in some embodiments 300-1000% or 
greater. Thus, if a gene exhibits a 4-fold increase in ovarian cancer tissue compared to 
normal tissue, a decrease of about four-fold is often desired; similarly, a lO-fold decrease in 
ovarian cancer tissue compared to normal tissue often provides a target value of a 10-fold 
increase in expression to be induced by the test compoxmd. 
10 The amount of gene expression may be monitored using nucleic acid probes and the 

quantification of gene expression levels, or, altematively, the gene product itself can be 
monitored, e.g., through the use of antibodies to the ovarian cancer protein and standard 
immunoassays. Proteomics and separation techniques may also allow quantification of 
expression. 

15 In a preferred embodiment, gene expression or protein monitoring of a number of 

entities, e.g., an expression profile, is monitored simultaneously. Such profiles will typically 

involve a plurality of those entities described herein. 

In this embodiment, the ovarian cancer nucleic acid probes are attached to biochips as 

outlined herein for the detection and quantification of ovarian cancer sequences in a 
20 particular cell. Altematively, PGR may be used. Thus, a series, e.g., of microtiter plate, may 

be used with dispensed primers in desired wells. A PGR reaction can then be performed and 

analyzed for each well. 

Expression monitoring can be performed to identify compoxmds that modify the 

expression of one or more ovarian cancer-associated sequences, e.g., a polynucleotide 
25 sequence set out inTables 1-26. Generally, in a preferred embodiment, a test modulator is 

added to the cells prior to analysis. Moreover, screens are also provided to identify agents 

that modulate ovarian cancer, modulate ovarian cancer proteins, bind to an ovarian cancer 

protein, or interfere with the binding of an ovarian cancer protein and an antibody or other 

binding partner. 

30 The term "test compound" or "drug candidate" or "modulator" or grammatical 

equivalents as used herein describes any molecule, e.g., protein, oligopeptide, small organic 

molecule, polysaccharide, polynucleotide, etc., to be tested for the capacity to directly or 

indirectly alter the ovarian cancer phenotype or the expression of an ovarian cancer sequence, 
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e.g., a nucleic acid or protein sequence. In preferred embodiments, modulators alter 
expression profiles, or expression profile nucleic acids or proteins provided herein^ In one 
embodiment, the modulator suppresses an ovarian cancer phenotype, e.g., to a normal or non- 
malignant tissue fingerprint. In another embodiment, a modxilator induced an ovarian cancer 
5 phenotype. Generally, a plurality of assay mixtures are run in parallel with different agent 
concentrations to obtain a differential response to the various concentrations. Typically, one 
of these concentrations serves as a negative control, e.g., at zero concentration or below the 
level of detection. 

Drug candidates encompass numerous chemical classes, though typically they are 
10 organic molecules, preferably small organic compounds having a molecular weight of more 
than 100 and less than about 2,500 daltons. Preferred small molecules are less than 2000, or 
less than 1500 or less than 1000 or less than 500 D. Candidate agents comprise fimctional 
groups necessary for structural interaction with proteins, particularly hydrogen bonding, and 
typically include at least an amine, carbonyl, hydroxyl or carboxyl group, preferably at least 
15 two of the fimctional chemical groups. The candidate agents often comprise cycUcal carbon 
or heterocyclic structures and/or aromatic or polyaromatic structures substituted with one or 
more of the above fimctional groups. Candidate agents are also found among biomolecules 
including peptides, saccharides, fatty acids, steroids, purines, pyrimidines, derivatives, 
structural analogs or combinations thereof. Particularly preferred are peptides. 
20 In one aspect, a modulator will neutralize the effect of an ovarian cancer protein. By 

"neutralize" is meant that activity of a protein is inhibited or blocked and the consequent 
effect on the cell. 

In certain embodiments, combinatorial libraries of potential modulators will be 
screened for an abiUty to bind to an ovarian cancer polypeptide or to modulate activity. 

25 Conventionally, new chemical entities with usefiil properties are generated by identifying a 
chemical compound (called a "lead compound") with some desirable property or activity, 
e.g., inhibiting activity, creating variants of the lead compound, and evaluating the property 
and activity of those variant compounds. Often, high throughput screening (HTS) methods 
are employed for such an analysis. 

30 In one preferred embodiment, high throughput screening methods involve providing a 

library containing a large number of potential therapeutic compounds (candidate 

compounds). Such "combinatorial chemical libraries" are then screened in one or more 

assays to identify those library members (particular chemical species or subclasses) that 
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display a desired characteristic activity. The compounds thus identified can serve as 
conventional "lead compounds" or can themselves be used as potential or actual therapeutics. 

A combinatorial chemical Ubrary is a collection of diverse chemical compounds 
generated by either chemical synthesis or biological synthesis by combining a number of 
5 chemical "building blocks" such as reagents. For example, a linear combinatorial chemical 
Ubrary, such as a polypeptide (e.g., mutein) library, is formed by combining a set of chemical 
building blocks called amino acids in every possible way for a given compound length (e.g., 
the number of amino acids in a polypeptide compound). Millions of chemical compounds 
can be synthesized through such combinatorial mixing of chemical building blocks. See, e.g., 

10 Gallop, et al. (1994) J. Med. Chem. 37:1233-125f. 

Preparation and screening of combinatorial chemical libraries is well known to those 
of skill in the art. Such combmatorial chemical libraries include, but are not limited to, 
peptide libraries (see, e.g., U.S. Patent No. 5,010,175; Furka (1991) Pent. Prot. Res. 37:487- 
493; and Houghton, et al. (1991) Nature 354:84-88), peptoids (PCX Publication No WO 

1 5 9 1/19735), encoded peptides (PCX Publication WO 93/20242), random bio-oligomers (PCX 
Publication WO 92/00091), benzodiazepines (U.S. Pat. No. 5,288,514), diversomers such as 
hydantoins, benzodiazepines and dipeptides (Hobbs, et al. (1993) Proc. Nat1 Acad. Sci. USA 
90:6909-913), vinylogous polypeptides (Hagihara, et al. (1992) J. Amer. Chem. Soc. 
1 14:6568-570), non-peptidal peptidomimetics with a Beta-D-Glucose scaffolding 

20 (Hirschmann, et al, (1992) J. Amer. Chem. Soc. 1 14:9217-218), analogous organic syntheses 
of small compound libraries (Chen, et al. (1994) J. Amer. Chem. Soc. 116:2661-662), 
oligocarbamates (Cho, et al. (1993) Science 261:1303-305), and/or peptidyl phosphonates 
(Campbell, et al.(1994) J. Org. Chem. 59:658-xxx). See, generally, Gordon, et al. (1994) L 
Med. Chem. 37:1385-401, nucleic acid libraries (see, e.g., Stratagene, Corp.), peptide nucleic 

25 acid libraries (see, e.g., U.S. Patent 5,539,083), antibody libraries (see, e.g., Vaughn, et 

al.(1996) Nature Biotechnology 14:309-314; and PCX/US96/10287), carbohydrate libraries 
(see, e.g., Liang, et al. (1996) Science 274:1520-1522; and U.S. Patent No. 5,593,853), and 
small organic molecule libraries (see, e.g., benzodiazepines, page 33, Baum (Jan. 18, 1993) 
C&E News: isoprenoids, U.S. Patent No. 5,569,588; thiazolidinones and metathiazanones, 

30 U.S. Patent No. 5,549,974; pyrrolidines, U.S. Patent Nos. 5,525,735 and 5,519,134; 

morpholino compounds, U.S. Patent No. 5,506,337; benzodiazepines, U.S. Patent No. 

5,288,514; and the like). 

Devices for the. preparation of combinatorial libraries are commercially available. 
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See, e.g., 357 MPS, 390 MPS, Advanced Chem Tech, Louisville KY; Symphony, Rainin, 
Wobum, MA; 433A Applied Biosystems, Foster City, CA; 9050 Plus, Millipore, Bedford, 
. MA. 

A number of well known robotic systems have also been developed for solution phase 
5 chemistries. These systems include automated workstations like the automated synthesis 
apparatus developed by Takeda Chemical Industries, LTD. (Osaka, Japan) and many robotic 
systems utilizing robotic arms (Zymate 11, Zymark Corporation, Hopkinton, MA; Orca, 
Hewlett-Packard, Palo Alto, C A), which mimic the manual synthetic operations performed by 
a chemist. Any of the above devices are suitable for use with the present invention. The 
10 nature and implementation of modifications to these devices (if any) so that they can operate 
as discussed herein will be apparent to persons skilled in the relevant art. In addition, 
numerous combinatorial libraries are themselves commercially available (see, e.g., 
ComGenex, Princeton, N.J.; Asinex, Moscow, RU; Tripos, Inc., St, Louis, MO; ChemStar, 
Ltd, Moscow, RU; 3D Pharmaceuticals, Exton, PA; Martek Biosciences, Columbia, MD; 
15 etc.). 

The assays to identify modulators are amenable to high throughput screening. 
Preferred assays thus detect enhancement or inhibition of ovarian cancer gene transcription, 
inhibition or enhancement of polypeptide expression, and inhibition or enhancement of 
polypeptide activity. 

20 High throughput assays for the presence, absence, quantification, or other properties 

of particular nucleic acids or protein products are well known to those of skill in the art. 
Similarly, binding assays and reporter gene assays are similarly well knovra. Thus, e.g., U.S. 
Patent No. 5,559,410 discloses high throughput screening methods for proteins, U.S. Patent 
No. 5,585,639 discloses high throughput screening methods for nucleic acid binding (e.g., in 

25 arrays), while U.S. Patent Nos. 5,576,220 and 5,541,061 disclose high throughput methods of 
screening for ligand/antibody binding. 

In addition, high throughput screening systems are commercially available (see, e.g., 
Zymark Corp., Hopkinton, MA; Air Technical Industries, Mentor, OH; Beckman 
Instruments, Inc. Fullerton, CA; Precision Systems, Inc., Natick, MA, etc.). These systems 

30 typically automate entire procedures, including all sample and reagent pipetting, liquid 

dispensing, timed incubations, and final readings of the microplate in detector(s) appropriate 

for the assay. These configurable systems provide high throughput and rapid start up as well 

as a high degree of flexibility and customization. The manufacturers of such systems provide 
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detailed protocols for various high throughput systems. Thus, e.g., Zymark Corp. provides 
technical bulletins describing screening systems for detecting the modulation of gene 
transcription, ligand binding, and the like. 

In one embodiment, modulators are proteins, often naturally occurring proteins or 
5 fragments of naturally occurring proteins. Thus, e.g., cellular extracts containing proteins, or 
random or directed digests of proteinaceous cellular extracts, may be used. In this way 
libraries of proteins may be made for screening in the methods of the invention. Particularly 
preferred in this embodiment are libraries of bacterial, ftmgal, viral, and manunalian proteins, 
with the latter being preferred, and human proteins being especially preferred. Particularly 

10 useful test compound will be directed to the class of proteins to which the target belongs, e.g., 
substrates for enzymes or ligands and receptors. 

In a preferred embodiment, modulators are peptides of from about 5 to about 30 
amino acids, with from about 5 to about 20 amino acids being preferred, and from about 7 to 
about 15 being particularly preferred. The peptides may be digests of naturally occurring 

15 proteins as is outlined above, random peptides, or "biased" random peptides. By 

"randomized" or grammatical equivalents herein is meant that each nucleic acid and peptide 
consists of essentially random nucleotides and amino acids, respectively. Since generally 
these random peptides (or nucleic acids, discussed below) are chemically synthesized, they 
may incorporate any nucleotide or amino acid at any position. The synthetic process can be 

20 designed to generate randomized proteins or nucleic acids, to allow the formation of all or 
most of the possible combinations over the length of the sequence, thus forming a library of 
randomized candidate bioactive proteinaceous agents. 

In one embodiment, the library is ftiUy randomized, with no sequence preferences or 
constants at any position. In a preferred embodiment, the library is biased. That is, some 

25 positions within the sequence are either held constant, or are selected from a limited number 
of possibilities. For example, in a preferred embodiment, the nucleotides or amino acid 
residues are randomized within a defined class, e.g., of hydrophobic amino acids, hydrophilic 
residues, sterically biased (either small or large) residues, towards the creation of nucleic acid 
binding domains, the creation of cysteines, for cross-linking, proUnes for SH-3 domains, 

30 serines, threonines, tyrosines or histidines for phosphorylation sites, etc., or to purines, etc. 

Modulators of ovarian cancer can also be nucleic acids, as defined above. 

As described above generally for proteins, nucleic acid modulating agents may be 

naturally occurring nucleic acids, random nucleic acids, or "biased" random nucleic acids. 
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For example, digests of procaryotic or eucaryotic genomes may be used as is outlined above 
for proteins. 

In a preferred embodiment, the candidate compoimds are organic chemical moieties, a 
wide variety of which are available in the Uterature. 
5 After the candidate agent has been added and the cells allowed to incubate for some 

period of time, the sample containing a target sequence to be analyzed is added to the 
biochip. If required, the target sequence is prepared using known technique?, .For example, 
die sample may be treated to lyse the cells, using known lysis buffers, electroporation, etc., 
with purification and/or ampUfication such as PCR performed as appropriate. For example, 

10 an in vitro transcription with labels covalently attached to the nucleotides is performed. 
Generally, the nucleic acids are labeled with biotin-FITC or PE, or with cy3 or cy5. 

In a preferred embodiment, the target sequence is labeled with, e.g., a fluorescent, a 
chemiluminescent, a chemical, or a radioactive signal, to provide a means of detecting the 
target sequence's specific binding to a probe. The label also can be an enzyme, such as, 

1 5 alkaline phosphatase or horseradish peroxidase, which when provided with an appropriate 
substrate produces a product that can be detected. Alternatively, the label can be a labeled 
compound or small molecule, such as an enzyme inhibitor, that binds but is not catalyzed or 
altered by the enzyme. The label also can be a moiety or compound, such as, an epitope tag 
or biotin which specifically binds to streptavidin. For the example of bio tin, the streptavidin 

20 is labeled as described above, thereby, providing a detectable signal for the bound target 
sequence. Unbound labeled streptavidin is typically removed prior to analysis. 

As will be appreciated by those in the art, these assays can be direct hybridization 
assays or can comprise "sandwich assays", which include the use of multiple probes, as is 
generally outlined in U.S. Patent Nos. 5,681,702; 5,597,909; 5,545,730; 5,594,1 17; 

25 5,591,584; 5,571,670; 5,580,731; 5,571,670; 5,591,584; 5,624,802; 5,635,352; 5,594,118; 
5,359,100; 5,124,246; and 5,681,697, each of which is hereby incorporated by reference. In 
this embodiment, in general, the target nucleic acid is prepared as outlined above, and then 
added to the biochip comprising a pluraUty of nucleic acid probes, under conditions that 
allow the formation of a hybridization complex. 

30 A variety of hybridization conditions may be used in the present invention, including 

high, moderate and low stringency conditions as outlined above. The assays are generally 

run imder stringency condition's which allows formation of the label probe hybridization 

complex only in the presence of target. Stringency can be controlled by altering a step 
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parameter that is a theraiodynamic variable, including, but not limited to, temperature, 
formamide concentration, salt concentration, chaotropic salt concentration pH, organic 
solvent concentration, etc. 

These parameters may also be used to control non-specific binding, as is generally 
5 outlmed in U.S. Patent No. 5,681,697. Thus it may be desirable to perform certain steps at 
higher stringency conditions to reduce non-specific binding. 

The reactions outlined herein may be accomplished in a variety of ways. Components 
of the reaction may be added simultaneously, or sequentially, in different orders, with 
preferred embodiments outUned below. In addition, the reaction may include a variety of 

10 other reagents. These include salts, buffers, neutral proteins, e.g., albumin, detergents, etc. 
which may be used to facilitate optimal hybridization and detection, and/or reduce non- 
specific or background interactions. Reagents that otherwise improve the efficiency of the 
assay, such as protease inhibitors, nuclease inhibitors, anti-microbial agents, etc., may also be 
used as appropriate, depending on the sample preparation methods and purity of the target. 

15 The assay data are analyzed to determine the expression levels, and changes in 

expression levels as between states, of individual genes, forming a gene expression profile. 

Screens are performed to identify modulators of the ovarian cancer phenotype. In one 
embodiment, screening is performed to identify modulators that can induce or suppress a 
particular expression profile, thus preferably generating the associated phenotype. In another 

20 embodiment, e.g., for diagnostic applications, having identified differentially expressed genes 
important in a particular state, screens can be performed to identify modulators that alter 
expression of individual genes. In an another embodiment, screening is performed to identify 
modulators that alter a biological function of the expression product of a differentially 
expressed gene. Again, having identified the importance of a gene in a particular state, 

25 screens are performed to identify agents that bind and/or modulate the biological activity of 
the gene product. 

In addition screens can be done for genes that are induced in response to a candidate 

agent. After identifying a modulator based upon its abiUty to suppress an ovarian cancer 

expression pattern leading to a normal expression pattern, or to modulate a single ovarian 

30 cancer gene expression profile so as to mimic the expression of the gene fi-om normal tissue, 

a screen as described above can be performed to identify genes that are specifically 

modulated in response to the agent. Comparing expression profiles between normal tissue 

and agent treated ovarian cancer tissue reveals genes that are not expressed in normal tissue 
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or ovarian cancer tissue, but are expressed in agent treated tissue. These agent-specific 
sequences can be identified and used by methods described herein for ovarian cancer genes or 
proteins. In particular these sequences and the protems they encode find use in marking or 
identifying agent treated cells. In addition, antibodies can be raised against the agent induced 
5 proteins and used to target novel therapeutics to the treated ovarian cancer tissue sample. 

Thus, in one embodiment, a test compound is administered to a population of ovarian 
cancer cells, that have an associated ovarian cancer expression profile. By "administration" 
or "contacting" herein is meant that the candidate agent is added to the cells in such a manner 
as to allow the agent to act upon the cell, whether by uptake and intracellular action, or by 

10 action at the cell surface. In some embodiments, nucleic acid encoding a proteinaceous 
candidate agent (e.g., a peptide) may be put into a viral construct such as an adenoviral or 
retroviral construct, and added to the cell, such that expression of the peptide agent is 
accomplished, e.g., PCT US97/01019. Regulatable gene therapy systems can also be used. 
Once the test compound has been administered to the cells, the cells can be washed if 

15 desired and are allowed to incubate under preferably physiological conditions for some 

period of time. The cells are then harvested and a new gene expression profile is generated, 
as outlined herein. 

Thus, e.g., ovarian cancer or non-maUgnant tissue may be screened for agents that 
modulate, e.g., induce or suppress the ovarian cancer phenotype. A change in at least one 

20 gene, preferably many, of the expression profile indicates that the agent has an effect on 
ovarian cancer activity. By defining such a signature for the ovarian cancer phenotype, 
screens for new drugs that alter the phenotype can be devised. With this approach, the drug 
target need not be known and need not be represented Lq the original expression screening 
platform, nor does the level of transcript for the target protein need to change. 

25 In a preferred embodiment, as outlined above, screens may be done on individual 

genes and gene products (proteins). That is, having identified a particular differentially 
expressed gene as important in a particular state, screening of modulators of either the 
expression of the gene or the gene product itself can be done. The gene products of 
differentially expressed genes are sometimes referred to herein as "ovarian cancer proteins" 

30 or a "ovarian cancer modulatory protein". The ovarian cancer modulatory protein may be a 

fiagment, or alternatively, be the fiill length protein to the fi-agment encoded by the nucleic 

acids of the Tables. Preferably, the ovarian cancer modulatory protein is a firagment. In a 

preferred embodiment, the ovarian cancer amino acid sequence which is used to determine 
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sequence identity or similarity is encoded by a nucleic acid of the Tables. In another 
embodiment, the sequences are naturally occurring allelic variants of a protein encoded by a 
nucleic acid of the Tables. In another embodiment, the sequences are sequence variants as 
further described herein. 
5 Preferably, the ovarian cancer modulatory protein is a fragment of approximately 14 

to 24 amino acids long. More preferably the fragment is a soluble fragment. Preferably, the 
fragment includes a non-transmembrane region. In a preferred embodimentTthe fragment has 
an N-terminal Cys to aid in solubiUty. In another embodiment, the C-terminus of the 
fragment is kept as a free acid and the N-terminus is a free amine to aid in coupling, e.g., to 
10 cysteine. Or, the ovarian cancer proteins are conjugated to an immunogenic agent, e.g., to 
BSA. 

Measurements of ovarian cancer polypeptide activity, or of ovarian cancer or the 
ovarian cancer phenotype can be performed using a variety of assays. For example, the 
effects of the test compounds upon the function of the ovarian cancer polypeptides can be 

15 measured by examining parameters described above. A suitable physiological change that 
affects activity can be used to assess the influence of a test compound on the polypeptides of 
this invention. When the functional consequences are determined using intact cells or 
animals, one can also measure a variety of effects such as, in the case of ovarian cancer 
associated with tumors, tumor growth, tumor metastasis, neovascularization, hormone 

20 release, transcriptional changes to both known and uncharacterized genetic markers (e.g., 
northern blots), changes in cell metaboUsm such as cell growth or pH changes, and changes 
in intracellular second messengers such as cGMP. In the assays of the invention, mammalian 
ovarian cancer polypeptide is typically used, e.g., mouse, preferably human. 

Assays to identify compounds with modulating activity can be performed in vitro. 

25 For example, an ovarian cancer polypeptide is first contacted with a potential modulator and 
incubated for a suitable amount of time, e.g., from 0.5 to 48 hours. In one embodiment, the 
ovarian cancer polypeptide levels are deteraained in vitro by measuring the level of protein or 
mRNA. The level of protein is measured using immimoassays such as westem blotting, 
ELISA and the like with an antibody that selectively binds to the ovarian cancer polypeptide 

30 or a fragment thereof. For measurement of mRNA, ampUfication, e.g., using PCR, LCR, or 

hybridization assays, e.g., northem hybridization, RNAse protection, dot blotting, are 

preferred. The level of protein or mRNA is detected using directly or indirectly labeled 

detection agents, e.g., fluorescently or radioactively labeled nucleic acids, radioactively or 
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enzymatically labeled antibodies, and the like, as described herein. 

Alternatively, a reporter gene system can be devised using the ovarian cancer protein 
promoter operably linked to a reporter gene such as luciferase, green fluorescent protein, 
CAT, or P-gal. The reporter construct is typically transfected into a cell. After treatment 
5 with a potential modulator, the amount of reporter gene transcription, translation, or activity 
is measured according to standard techniques known to those of skill in the art. 

In a preferred embodiment, as outlined above, screens may be done on individual 
genes and gene products (proteins). That is, having identified a particular differentially 
expressed gene as important in a particular state, screening of modulators of the expression of 
10 the gene or the gene product itself can be done. The gene products of differentially expressed 
genes are sometimes referred to herein as "ovarian cancer proteins." The ovarian cancer 
protein may be a fragment, or alternatively, be the fiill length protein to a fragment shown 
herein. 

In one embodiment, screening for modulators of expression of specific genes is 

15 performed. Typically, the expression of only one or a few genes are evaluated. In another 
embodiment, screens are designed to first find compounds that bind to differentially 
expressed proteins. These compoimds are then evaluated for the ability to modulate 
differentially expressed activity. Moreover, once initial candidate compounds are identified, 
variants can be further screened to better evaluate structure activity relationships. 

20 In a preferred embodiment, binding assays are done. In general, purified or isolated 

gene product is used; that is, the gene products of one or more differentially expressed 
. nucleic acids are made. For example, antibodies are generated to the protein gene products, 
and standard immunoassays are run to determine the amount of protein present. 
Alternatively, cells comprising the ovarian cancer proteins can be used in the assays. 

25 Thus, in a preferred embodiment, the methods comprise combining an ovarian cancer 

protein and a candidate compound, and determining the binding of the compound to the 
ovarian cancer protein. Preferred embodiments utilize the human ovarian cancer protein, 
although other mammalian proteins, e.g., counterparts, may also be used, e.g., for the 
development of animal models of human disease. In some embodiments, as outlined herein, 

30 variant or derivative ovarian cancer proteins may be used. 

Generally, in a preferred embodiment of the methods herein, the ovarian cancer 

protein or the candidate agent is non-diffiisably bound to an insoluble support having isolated 

sample receiving areas (e.g., a microtiter plate, an array, etc.). The insoluble supports may be 
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made of any composition to which the compositions can be boimd, is readily separated from 
soluble material, and is otherwise compatible with the overall method of screening! The 
surface of such supports may be solid or porous and of any convenient shape. Examples of 
suitable insoluble supports include microtiter plates, arrays, membranes and beads. These are 
5 typically made of glass, plastic (e.g., polystyrene), polysaccharides, nylon or nitrocellulose, 
teflon™, etc. Microtiter plates and arrays are especially convenient because a large number 
of assays can be carried out simultaneously, using small amoimts of reagentTand samples. 
The particular manner of binding of the composition is not crucial so long as it is compatible 
with the reagents and overall methods of the invention, maintains the activity of the 

10 composition and is non-diffusible. Preferred methods of binding include the use of 

antibodies (which do not sterically block either the ligand binding site or activation sequence 
when the protein is bound to the support), direct binding to "sticky" or ionic supports, 
chemical crosslinking, the synthesis of the protein or agent on the surface, etc. Following 
binding of the protein or agent, excess unbound material is removed by washing. The sample 

15 receiving areas may then be blocked through incubation with bovine serum albumin (BSA), 
casein or other innocuous protein or other moiety. 

In a preferred embodiment, the ovarian cancer protein is bound to the support, and a 
test compound is added to the assay. Alternatively, the candidate agent is bound to the 
support and the ovarian cancer protein is added. Novel binding agents include specific 

20 antibodies, non-natural binding agents identified in screens of chemical libraries, peptide 

analogs, etc. Of particular interest are screening assays for agents that have a low toxicity for 
human cells. A wide variety of assays may be used for this purpose, including labeled in 
vitro protein-protein binding assays, electrophoretic mobility shift assays, immunoassays for 
protein binding, fimctional assays (phosphorylation assays, etc) and the like. 

25 The determination of the binding of the test modulating compound to the ovarian 

cancer protein may be done in a number of ways. In a preferred embodiment, the compound 
is labeled, and binding determined directly, e.g., by attaching all or a portion of the ovarian 
cancer protein to a solid support, adding a labeled candidate agent (e.g., a fluorescent label), 
washing off excess reagent, and determimng whether the label is present on the solid support. 

30 Various blocking and washing steps may be utilized as appropriate. 

In some embodiments, only one of the components is labeled, e.g., the proteins (or 
proteinaceous candidate compounds) can be labeled. Alternatively, more than one 
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component can be labeled with different labels, e.g., ^^^l for the proteins and a fluorophor 
for the compound Proximity reagents, e.g., quenching or energy transfer reagents are also 
useful. 

In one embodiment, the binding of the test compound is determined by competitive 
5 binding assay. The competitor is a binding moiety known to bind to the target molecule (e.g., 
an ovarian cancer protein), such as an antibody, peptide, binding partner, Ugand, etc. Under 
certain circxmistances, there may be competitive binding between the compound and the 
binding moiety, with the binding moiety displacing the compound. In one embodiment, the 
test compound is labeled. Either the compoimd, or the competitor, or both, is added jSrst to 

10 the protem for a time sufficient to allow binding, if present. Incubations may be performed at 
a temperature which facilitates optimal activity, typically 4-40° C. Incubation periods are 
typically optimized, e.g., to facilitate rapid high throughput screening. Typically between 0.1 
and 1 hr will be sufficient. Excess reagent is generally removed or washed away. The 
second component is then added, and the presence or absence of the labeled component is 

15 followed, to indicate binding. 

In a preferred embodiment, the competitor is added first, followed by the test 
compound. Displacement of the competitor is an indication that the test compound is binding 
to the ovarian cancer protein and thus is capable of binding to, and potentially modulating, 
the activity of the ovarian cancer protein. In this embodiment, either component can be 

20 labeled. Thus, e.g., if the competitor is labeled, the presence of label in the wash solution 
indicates displacement by the agent. Alternatively, if the test compound is labeled, the 
presence of the label on the support indicates displacement. 

In an alternative embodiment, the test compound is added first, with incubation and 
washing, followed by the competitor. The absence of binding by the competitor may indicate 

25 that the test compoimd is bound to the ovarian cancer protein with a higher affinity. Thus, if 
the test compound is labeled, the presence of the label on the support, coupled with a lack of 
competitor binding, may indicate^that the test compound is capable of binding to the ovarian 
cancer protein. 

In a preferred embodiment, the methods comprise differential screening to identity 
30 agents that are capable of modulating the activity of the ovarian cancer proteins. In this 

embodiment, the methods comprise combining an ovarian cancer protein and a competitor in 
a first sample. A second sample comprises a test compound, an ovarian cancer protein, and a 

70 



wo 02/102235 



PCT/US02/19297 



competitor. The binding of the competitor is determined for both samples, and a change, or 
difference in binding between the two samples indicates the presence of an agent capable of 
binding to the ovarian cancer protein and potentially modulating its activity. That is, if the 
binding of the competitor is different in the second sample relative to the first sample, the 

5 agent is capable of binding to the ovarian cancer protein. 

Alternatively, diflferential screening is used to identify drug candidates that bind to the 
native ovarian cancer protein, but caimot bind to modified ovarian cancer proteins. The 
structure of the ovarian cancer protein may be modeled, and used in rational drug design to 
synthesize agents that interact with that site. Drug candidates that affect the activity of an 

10 ovarian cancer protein are also identified by screening drugs for the ability to either enhance 
or reduce the activity of the protein. 

Positive controls and negative controls may be used in the assays. Preferably control 
and test samples are performed in at least triplicate to obtain statistically significant results. 
Incubation of all samples is for a time sufficient for the binding of the agent to the protein. 

15 Following incubation, samples are washed free of non-specifically bound material and the 
amount of bound, generally labeled agent detennined. For example, where a radiolabel is 
employed, the samples may be counted in a scmtillation counter to determine the amount of 
bound compound. 

A variety of other reagents may be included in the screening assays. These include 

20 reagents like salts, neutral proteins, e.g., albumin, detergents, etc. which may be used to 

facilitate optimal protein-protein binding and/or reduce non-specific or background 

interactions. Also reagents that otherwise improve the efficiency of the assay, such as 

protease inhibitors, nuclease inhibitors, anti-microbial agents, etc., may be used. The mixture 

of components may be added in an order that provides for the requisite binding. 

25 In a preferred embodiment, the invention provides methods for screening for a 

compound capable of modulating the activity of an ovarian cancer protein. The methods 

comprise adding a test compound, as defined above, to a cell comprising ovarian cancer 

proteins. Preferred cell types include almost any cell The cells contain a recombinant 

nucleic acid that encodes an ovarian cancer protein. In a preferred embodiment, a library of 

30 candidate agents are tested on a plurality of cells. 

In one aspect, the assays are evaluated in the presence or absence or previous or 

subsequent exposure of physiological signals, e.g., hormones, antibodies, peptides, antigens, 

cytokines, growth factors, action potentials, pharmacological agents including 
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chemotherapeutics, radiation, carcinogenics, or other cells (e.g., cell-cell contacts). In 
another example, the determinations are determined at different stages of the cell cycle 
process. 

In this way, compoimds that modulate ovarian cancer agents are identified. 
5 Compounds with pharmacological activit>' are able to enhance or interfere with the activity of 
the ovarian cancer protein. Once identified, similar structures are evaluated to identify 
critical structural feature of the compound. 

In one embodiment, a method of inhibiting ovarian cancer cell division is provided. 
The method comprises administration of an ovarian cancer inhibitor. In another embodiment, 
10 a method of inhibiting ovarian cancer is provided. The method comprises administration of 
an ovarian cancer inhibitor. In a fiuther embodiment, methods of treating cells or individuals 
with ovarian cancer are provided. The method comprises administration of an ovarian cancer 
inhibitor. 

In one embodiment, an ovarian cancer inhibitor is an antibody as discussed above. In 
1 5 another embodiment, the ovarian cancer inhibitor is an antisense or RNAi molecule. 

A variety of cell viability, growth, proliferation, and metastasis assays are known to 
those of skill in the art, as described below. 

Soft agar growth or colony formation in suspension 

20 Normal cells require a solid substrate to attach and grow. When the cells are 

transformed, they lose this phenotype and grow detached firom the substrate. For example, 
transformed cells can grow in stirred suspension culture or suspended in semi-solid media, 
such as semi-solid or soft agar. The transformed cells, when transfected with tumor 
suppressor genes, regenerate normal phenotype and require a solid substrate to attach and 

25 grow. Soft agar growth or colony formation in suspension assays can be used to identify 
modulators of ovarian cancer sequences, which when expressed in host cells, inhibit 
abnormal cellular proliferation and transformation. A therapeutic compoimd would reduce or 
eliminate the host cells' ability to grow in stirred suspension culture or suspended in semi- 
solid media, such as semi-solid or soft. 

30 Techniques for soft agar growth or colony formation in suspension assays are 

described in Freshney (1994) Culture of Animal Cells: A Manual of Basic Technique (3d ed.) 

Wiley-Liss, herein incorporated by reference. See also, the methods section of Garkavtsev, et 

al. (1996), supra, herein incorporated by reference. ■ 
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Contact inhibition and density limitation of growth 

Normal cells typically grow in a flat and organized pattern in a petri dish until they 
touch other cells. When the cells touch one another, they are contact inhibited and stop 
5 growing. When cells are transformed, however, the cells are not contact inhibited and 

continue to grow to high densities in disorganized foci. Thus, the transformed cells grow to a 
higher saturation density than normal cells. This can be detected morphologically by the 
formation of a disoriented monolayer of cells or rounded cells in foci within the regular 

pattern of normal surrounding cells. Altematively, labeling index with (3H)-thymidine at 
10 saturation density can be used^to measure density limitation of growth. See, e.g., Freshney 
(1994), supra. The transformed cells, when transfected with tumor suppressor genes, 
regenerate a normal phenotype and become contact inhibited and would grow to a lower 
density. 

In this assay, labeling index with (3H)-thymidine at saturation density is a preferred 
15 method of measiuing density limitation of growth. Transformed host cells are transfected 
with an ovarian cancer-associated sequence and are grown for 24 hr at saturation density in 

non-limiting medium conditions. The percentage of cells labeling with (3H)-tiiymidine is 
determined autoradiographically. See, e.g., Freshney (1994), supra. 

20 Growth factor or serum dependence 

Transformed cells typically have a lower serum dependence than their normal 
counterparts. See, e.g., Temin (1966) J. Natl Cancer Inst. 37:167-175; Eagle, et al. (1970) I 
Exp. Med. 131 :836-879; and Freshney, supra. This is in part due to release of various growth 
factors by the transformed cells. Growth factor or serum dependence of transformed host 

25 cells can be compared with that of control. 

Tumor specific markers levels 

Tumor cells release an increased amount of certain factors (hereinafter "tumor 
specific markers") than their normal counterparts. For example, plasminogen activator (PA) 
30 is released firom human glioma at a higher level than fi:om normal brain cells (see, e.g., 

GuUino, pp. 178-184 "Angio genesis, tumor vascularization, and potential interference with 
tumor growth" in Mihich (ed. 1985) Biological Responses in Cancer Plemmi. Similarly, 
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tumor angiogenesis factor (TAF) is released at a higher level in tumor cells than their normal 
counterparts. See, e.g., Folkman (1992) Sem Cancer Biol 3:89-96. 

Various techniques which measure the release of these factors are described in 
Freshney (1994), supra. Also, see, Unkeless, et al. (1974) J. Biol. Chem. 249:4295-4305; 
5 Strickland and Beers (1976) J. Biol. Chem. 25 1 :5694-5702; Whur, et al. (1980) Br. J. Cancer 
42:305-312; Gullino, pp. 178-184 "Angiogenesis, tumor vascularization, and potential 
mterference with tumor growth" in Mihich (ed. 1985) Biological Responses In Cancer 
Plenum; and Freshney (1985) Anticancer Res. 5:11 1-130. 

10 Invasiveness into Matrigel 

The degree of invasiveness into Matrigel or some other extracellular matrix 
constituent can be used as an assay to identify compounds that modulate ovarian cancer- 
associated sequences. Tumor cells exhibit a good correlation between malignancy and 
invasiveness of cells into Matrigel or some other extracellular matrix constituent. In this 

1 5 assay, tumorigenic cells are typically used as host cells. Expression of a tumor suppressor 
gene in these host cells would decrease invasiveness of the host cells. 

Altematively, the level of invasion of host cells can be measured by using filters 
coated with Matrigel or some other extracellular matrix constituent. Penetration into the gel, 
or through to the distal side of the filter, is rated as invasiveness, and rated histologically by 

20 number of cells and distance moved, or by pre-labeling the cells with I25i Q^id counting the 
radioactivity on the distal side of the filter or bottom of the dish. See, e.g., Freshney (1984), 
supra. 

Tumor growth in vivo 

25 Effects of ovarian cancer-associated sequences on cell growth can be tested in 

transgenic or immune-suppressed mice. Knock-out transgenic mice can be made, in which 
the ovarian cancer gene is disrupted or in which an ovarian cancer gene is inserted. Knock- 
out transgenic mice can be made by insertion of a marker gene or other heterologous gene 
into the endogenous ovarian cancer gene site in the mouse genome via homologous 

30 recombination. Such mice can also be made by substituting the endogenous ovarian cancer 
gene with a mutated version of the ovarian cancer gene, or by mutating the endogenous 
ovarian cancer gene, e.g., by exposure to carcinogens. 
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A DNA construct is introduced into the nuclei of embryonic stem cells. Cells 
containing the newly engineered genetic lesion are injected into a host mouse embryo, which 
is re-implanted into a recipient female. Some of these embryos develop into chimeric mice 
that possess germ cells partially derived from the mutant cell line. By breeding the chimeric 

5 mice it is possible to obtain a new Une of mice containing the introduced genetic lesion. See, 
e.g., Capecchi, et al. (1989) Science 244:1288-1292. Chimeric targeted mice can be derived 
according to Hogan, et al. (1988) Manipulating the Mouse Embryo: A Laboratory Manual 
CSH Press; and Robertson (ed. 1987) Teratocarcinomas and Embryonic Stem Cells: A 
Practical Approach IRL Press, Washington, D.C. 

10 Alternatively, varioxis immune-suppressed or immune-deficient host animals can be 

used. For example, genetically athymic "nude" mouse (see, e.g., Giovanella, et al. (1974) I 
Nat'l Cancer Inst. 52:921-930), a SCID mouse, a thymectomized mouse, or an irradiated 
mouse (see, e.g., Bradley, et al. (1978) Br. J. Cancer 38:263-272; Selby, et al. (1980) Br. J. 
Cancer 41:52-61) can be used as a host. Transplantable tumor cells (typically about 10^ 

15 cells) injected into isogenic hosts will produce invasive tumors in a high proportions of cases, 
while normal cells of similar origin will not. In hosts which developed invasive tumors, cells 
expressing an ovarian cancer-associated sequences are injected subcutaneously. After a 
suitable length of time, preferably 4-8 weeks, tumor growth is measured (e.g., by volume or 
by its two largest dimensions) and compared to the control Tumors that have statistically 

20 significant reduction (using, e.g., Student's T test) are said to have inhibited growth. 

Polynucleotide modulators of ovarian cancer 
Antisense and RNAi Polynucleotides 

In certain embodiments, the activity of an ovarian cancer-associated protein is down- 
25 regulated, or entirely inhibited, by the use of antisense polynucleotide, e.g., a nucleic acid 
complementary to, and which can preferably hybridize specifically to, a coding mRNA 
nucleic acid sequence, e.g., an ovarian cancer protein mRNA, or a subsequence thereof. 
Binding of the antisense polynucleotide to die mRNA reduces the translation and/or stability 
of the mRNA. 

30 In the context of this invention, antisense polynucleotides can comprise naturally- 

occurring nucleotides, or synthetic species formed from naturally-occurring subunits or their 
close homologs. Antisense polynucleotides may also have altered sugar moieties or inter- 
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sugar linkages. Exemplary among these are the phosphorothioate and other sulfur containing 
species which are known for use in the art. Analogs are comprehended by this invention so 
long as they function effectively to hybridize with the ovarian cancer protein mRNA. See, 
e.g., Isis Pharmaceuticals, Carlsbad, CA; Sequitor, Inc., Natick, MA. 
5 Such antisense polynucleotides can readily be synthesized using recombinant means, 

or can be synthesized in vitro. Equipment for such synthesis is sold by several vendors, 
including Applied Biosystems. The preparation of other oligonucleotides such as 
phosphorothioates and alkylated derivatives is also well known to those of skill in the art. 
Antisense molecules as used herein include antisense or sense oligonucleotides. 

10 Sense oligonucleotides can, e.g., be employed to block transcription by binding to the anti- 
sense strand. The antisense and sense oligonucleotide comprise a single-stranded nucleic 
acid sequence (either RNA or DNA) capable of binding to target mRNA (sense) or DNA 
(antisense) sequences for ovarian cancer molecules. A preferred antisense molecule is for an 
ovarian cancer sequences in Tables 1-26, or for a ligand or activator thereof. Antisense or 

15 sense oligonucleotides, according to the present invention, comprise a fragment generally at 
least about 14 nucleotides, preferably from about 14 to 30 nucleotides. An antisense or a 
sense oligonucleotide can be developed based upon a cDNA sequence encoding a given 
protein. See, e.g.. Stein and Cohen (1988) Cancer Res. 48:2659-2668; and van der Krol, et 
al. (1988) BioTechniques 6:958-976. 

20 RNA interference is a mechanism to suppress gene expression in a sequence specific 

manner. See, e.g., Brumelkamp, et al. (2002) Sciencexpress (21March2002); Sharp (1999) 
Genes Dev. 13:139-141; and Cathew (2001) Curt. Op. Cell Biol. 13:244-248. In mammalian 
cells, short, e.g., 21 nt, double stranded small interfering RNAs (siRNA) have been shown to 
be effective at inducing an RNAi response. See, e.g., Elbashir, et al. (2001) Nature 41 1:494- 

25 498. The mechanism may be used to down-regulate expression levels of identified genes, 
e.g., treatment of or validation of relevance to disease. 

Ribozymes 

In addition to antisense polynucleotides, ribozymes can be used to target and inhibit 
30 transcription of ovarian cancer-associated nucleotide sequences. A ribozyme is an RNA 

molecule that catalytically cleaves other RNA molecules. Different kinds of ribozymes have 
been described, including group I ribozymes, hammerhead ribozymes, hairpin ribozymes, 
RNase P, and axhead ribozymes (see, e.g., Castanotto, et al. (1994) Adv. Pharmacol. 25: 289- 
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317 for a general review of the properties of different ribozymes). 

The general features of hairpin ribozymes are described, e.g., in Hampel, et al. (1990) 
Nucl. Acids Res. 18:299-304; European Patent Publication No. 0 360 257; U.S. Patent No. 
5,254,678. Methods ofpreparing them are well known to those of skill in the art. See, e.g., 
5 WO 94/26877; Ojwang, et al (1993) Proc. Nafl Acad. Sci. USA 90:6340-6344; Yamada, et 
al. (1994) Hum. Gene Ther. 1:39-45; Leavitt, et al. (1995) Proc. Natl Acad. .Sci. USA 
92:699-703; Leavitt, et al. (1994) Hum. GeneTher. 5:1151-120; and Yamada, et al. (1994) 
Virology 205:121-126. 

Polynucleotide modulators of ovarian cancer may be introduced into a cell containing 

10 the target nucleotide sequence by formation of a conjugate with a ligand binding molecule, as 
described in WO 91/04753. Suitable ligand binding molecules include, but are not limited to, 
cell surface receptors, growth factors, other cytokines, or other ligands that bind to cell 
surface receptors. Preferably, conjugation of the ligand binding molecule does not 
substantially interfere with the ability of the ligand binding molecule to bind to. its 

1 5 corresponding molecule or receptor, or block entry of the sense or antisense oligonucleotide 
or its conjugated version into the cell. Altematively, a polynucleotide modulator of ovarian 
cancer may be introduced into a cell containing the target nucleic acid sequence, e.g., by 
formation of an polynucleotide-lipid complex, as described in WO 90/10448. It is 
understood that the use of antisense molecules or knock out and knock in models may also be 

20 used in screening assays as discussed above, in addition to methods of treatment. 

Thus, in one embodiment, methods of modulating ovarian cancer in cells or 
organisms are provided. In one embodiment, the methods comprise administering to a cell an 
anti-ovarian cancer antibody that reduces or eliminates the biological activity of an 
endogenous ovarian cancer protein. Altematively, the methods comprise administering to a 

25 cell or organism a recombinant nucleic acid encoding an ovarian cancer protein. This may be 
accomplished in any number of ways. In a preferred embodiment, e.g., when the ovarian 
cancer sequence is down-regulated in ovarian cancer, such state may be reversed by 
increasing the amount of ovarian cancer gene product in the cell. This can be accomplished, 
e.g., by over-expressing the endogenous ovarian cancer gene or administering a gene 

30 encoding the ovarian cancer sequence, using known gene-therapy techniques, e.g.. In a 
preferred embodiment, the gene therapy techniques include the incorporation of the 
exogenous gene using enhanced homologous recombination (EHR), e.g., as described in 
PCT/US93/03868, hereby incorporated by reference in its entirety. Altematively, e.g., when 
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the ovarian cancer sequence is up-regulated in ovarian cancer, the activity of the endogenous 
ovarian cancer gene is decreased, e.g., by the administration of an ovarian cancer ahtisense or 
RNAi nucleic acid. 

In one embodiment, the ovarian cancer proteins of the present invention may be used 
5 to generate polyclonal and monoclonal antibodies to ovarian cancer proteins. Similarly, the 
ovarian cancer proteins can be coupled, using standard technology, to affinity 
chromatography columns. These columns may then be used to purify ovarian cancer 
antibodies useful for production, diagnostic, or therapeutic purposes. In a preferred 
embodiment, the antibodies are generated to epitopes xinique to an ovarian cancer protein; 
10 that is, the antibodies show Uttle or no cross-reactivity to other proteins. The ovarian cancer 
antibodies may be coupled to standard affinity chromatography columns and used to purify 
ovarian cancer proteins. The antibodies may also be used as blocking polypeptides, as 
outlined above, since they will specifically bind to the ovarian cancer protein. 

15 Methods of identifying variant ovarian cancer-associated sequences 

Without being bound by theory, expression of various ovarian cancer sequences is 
correlated with ovarian cancer. Accordingly, disorders based on mutant or variant ovarian 
cancer genes may be determined. In one embodiment, the invention provides methods for 
identifying cells containing variant ovarian cancer genes, e.g., determining all or part of the 

20 sequence of at least one endogenous ovarian cancer genes in a cell. This may be 

accomplished using any number of sequencing techniques. In a preferred embodiment, the 
invention provides methods of identifying the ovarian cancer genotype of an individual, e.g., 
determining all or part of the sequence of at least one ovarian cancer gene of the individual. 
This is generally done in at least one tissue of the individual, and may include the evaluation 

25 of a number of tissues or different samples of the same tissue. The method may include 
comparing the sequence of the sequenced ovarian cancer gene to a known ovarian cancer 
gene, e.g., a wild-type gene. 

The sequence of all or part of the ovarian cancer gene can then be compared to the 
sequence of a known ovarian cancer gene to determine if any differences exist. This can be 

30 done using any number of known homology programs, such as Bestfit, etc. In a preferred 

embodiment, the presence of a difiFerence in the sequence between the ovarian cancer gene of 
the patient and the known ovarian cancer gene correlates with a disease state or a propensity 
for a disease state, as outlined herein. 
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In a preferred embodiment, the ovarian cancer genes are used as probes to determine 
the number of copies of the ovarian cancer gene in the genome. 

In another preferred embodiment, the ovarian cancer genes are used as probes to 
determine the chromosomal localization of the ovarian cancer genes. Information such as 
5 chromosomal localization finds use in providing a diagnosis or prognosis in particular when 
chromosomal abnormalities such as translocations, and the like are identified in the ovarian 
cancer gene locus. 

Administration of pharmaceutical and vaccine compositions 

10 In one embodiment, a therapeutically effective dose of an ovarian cancer protein or 

modulator thereof, is administered to a patient. By 'therapeutically effective dose" herein is 
meant a dose that produces effects for which it is administered. The exact dose will depend 
on the purpose of the treatment, and will be ascertainable by one skilled in the art using 
known techniques. See, e.g., Ansel, et al. (1999) Pharmaceutical Dosage Forms and Drue 

15 Deliverv Svstems Lippincott; Lieberman (1992) Pharmaceutical Dosage Forms (vols. 1-3) 
Dekker, ISBN 0824770846, 082476918X, 0824712692, 0824716981; Lloyd (1999) The Art, 
Science and Technology of Pharmaceutical Compounding Amer. Pharmaceutical Assn.; and 
Pickar (1999) Dosage Calculations Thomson. Adjustments for ovarian cancer degradation, 
systemic versus localized delivery, and rate of new protease synthesis, as well as the age, 

20 body weight, general health, sex, diet, time of administration, drug interaction, and the 
severity of the condition may be necessary, and will be ascertainable with routine 
experimentation by those skilled in the art. U.S. Patent Application No. 09/687,576, fiirther 
discloses the use of compositions and methods of diagnosis and treatment in ovarian cancer is 
hereby expressly incorporated by reference. 

25 A "patient" for the purposes of the present invention includes both humans and other 

animals, particularly mammals. Thus the methods are applicable to both human therapy and 
veterinary applications. In the preferred embodiment the patient is a mammal, preferably a 
primate, and in the most preferred embodiment the patient is humaiL 

The administration of the ovarian cancer proteins and modulators thereof of the 

30 present invention can be done in a variety of ways as discussed above, including, but not 

limited to, orally, subcutaneously, intravenously, intra-nasally, transdermally, 

intraperitoneally, intramuscularly, intrapulmonary, vaginally, rectally, or intraocularly. In 

some instances, e.g., in the treatment of wounds and inflammation, the ovarian cancer 
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proteins and modulators may be directly applied as a solution or spray. 

The pharmaceutical compositions of the present invention comprise an ovarian cancer 
protein in a form suitable for administration to a patient. In the preferred embodiment, the 
pharmaceutical compositions are in a water soluble form, such as being present as 

5 pharmaceutically acceptable salts, which is meant to include both acid and base addition 
salts. "Pharmaceutically acceptable acid addition salt" refers to those salts that retain the 
biological effectiveness of the free bases and that are not biologically or otherwise 
undesirable, formed with inorganic acids such as hydrochloric acid, hydrobromic acid, 
sulfuric acid, nitric acid, phosphoric acid and the like, and organic acids such as acetic acid, 

10 propionic acid, glycolic acid, pyruvic acid, oxalic acid, maleic acid, malonic acid, succinic 
acid, fumaric acid, tartaric acid, citric acid, benzoic acid, cirmamic acid, mandelic acid, 
methanesulfonic acid, ethanesulfonic acid, p-toluenesulfonic acid, saUcylic acid, and the Uke. 
"Pharmaceutically acceptable base addition salts" include those derived from inorganic bases 
such as sodium, potassium, lithium, ammonium, calcium, magnesium, iron, zinc, copper, 

15 manganese, aluminum salts and the like. Particularly preferred are the ammonium, 

potassium, sodium, calcium, and magnesium salts. Salts derived from pharmaceutically 
acceptable organic non-toxic bases include salts of primary, secondary, and tertiary amines, 
substituted amines including naturally occurring substituted amines, cyclic amines and basic 
ion exchange resins, such as isopropylamine, trimethylamine, diethylamine, triethylamine, 

20 tripropylamine, and ethanolamine. 

The pharmaceutical compositions may also include one or more of the following: 
carrier proteins such as serum albxunin; buffers; fillers such as microcrystalline cellulose, 
lactose, com and other starches; binding agents; sweeteners and other flavoring agents; 
coloring agents; and polyethylene glycol. 

25 The pharmaceutical compositions can be administered in a variety of unit dosage 

forms depending upon the method of administration. For example, unit dosage forms 
suitable for oral administration include, but are not Umited to, powder, tablets, pills, capsules, 
and lozenges. It is recognized that ovarian cancer protein modulators (e.g., antibodies, 
antisense constructs, ribozymes, small organic molecules, etc.) when administered orally, 

30 should be protected from digestion. This is typically accomplished either by complexing the 

molecule(s) with a composition to render it resistant to acidic and enzymatic hydrolysis, or by 

packaging the molecule(s) in an appropriately resistant carrier, such as a liposome or a 

protection barrier. Means of protecting agents from digestion are well known in the art. 
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The compositions for administration will commonly comprise an ovarian cancer 
protein modulator dissolved in a pharmaceutically acceptable carrier, preferably an aqueous 
carrier. A variety of aqueous carriers can be used, e.g., buffered saline and the like. These 
solutions are sterile and generally free of undesirable matter. These compositions may be 

5 sterilized by conventional, well known sterilization techniques. The compositions may 
contain pharmaceutically acceptable auxiliary substances as required to approximate 
physiological conditions such as pH adjusting and buffering agents, toxicity adjusting agents 
and the.like, e.g., sodium acetate, sodium chloride, potassium chloride, calciiun chloride, 
sodium lactate and the like. The concentration of active agent in these formulations can vary 

10 widely, and will be selected primarily based on fluid volumes, viscosities, body weight, and 
the like in accordance with the particular mode of administration selected and the patient's 
needs. See, e.g.. Remington's Pharmaceutical Science (15th ed., 1980) and Hardman and 
Limbird (eds. 2001) Goodman and Gillman: The Pharmacological Basis of Therapeutics 
(10th ed.) McGraw-Hill. Thus, a typical pharmaceutical composition for intravenous 

15 administration would be about 0.1 to 10 mg per patient per day. Dosages from 0.1 up to 

about 100 mg per patient per day may be used, particularly when the drug is administered to a 
secluded site and not into the blood stream, such as into a body cavity or into a lumen of an 
organ. Substantially higher dosages are possible in topical administration. Actual methods 
for preparing parenterally administrable compositions are readily available. 

20 The compositions containing modulators of ovarian cancer proteins can be 

administered for therapeutic or prophylactic treatments. In therapeutic appUcations, 
compositions are administered to a patient suffering from a disease (e.g., a cancer) in an 
amount sufficient to cure or at least partially arrest the disease and/or its complications. An 
amount adequate to accomplish this is defined as a "therapeutically effective dose." Amounts 

25 effective for this use will depend upon the severity of the disease and the general state of the 
patient's health. Single or multiple administrations of the compositions may be administered 
depending on the dosage and frequency as required and tolerated by the patient. In any event, 
the composition should provide a sufficient quantity of the agents of this invention to 
effectively treat the patient. An amount of modulator that is capable of preventing or slowing 

30 the development of cancer in a marmnal is referred to as a "prophylactically effective dose," 

The particular dose required for a prophylactic treatment will depend upon the medical 

condition and history of the mammal, the particular cancer being prevented, as well as other 

factors such as age, weight, gender, administration route, efiBciency, etc. Such prophylactic 
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treatments may be used, e.g., in a mammal who has previously had cancer to prevent a 
recurrence of the cancer, or in a mammal who is suspected of having a significant likelihood 
of developing cancer based, e.g., in part, upon gene expression profiles. Vaccine strategies 
may be used, in either a DNA vaccine form, or protein vaccine. 

5 It will be appreciated that the present ovarian cancer protein-modulating compounds 

can be administered alone or in combination with additional ovarian cancer modulating 
compounds or with other therapeutic agent, e.g., other anfi-cancer agents or treatments. 

In numerous embodiments, one or more nucleic acids, e.g., polynucleotides 
comprising nucleic acid sequences set forth in Tables 1-26, such as RNAi, antisense 

10 polynucleotides or ribozymes,^ will be introduced into cells, in vitro or in vivo. The present 
invention provides methods, reagents, vectors, and cells useful for expression of ovarian 
cancer-associated polypeptides and nucleic acids using in vitro (cell-jfree), ex vivo or in vivo 
(cell or organism-based) recombinant expression systems. 

The particular procedure used to introduce the nucleic acids into a host cell for 

1 5 expression of a protein or nucleic acid is application specific. Many procedures for 

introducing foreign nucleotide sequences into host cells may be used. These include the use 
of calcium phosphate transfection, spheroplasts, electroporation, liposomes, microinjection, 
plasma vectors, viral vectors and any of the other well known methods for introducing cloned 
genomic DNA, cDNA, synthetic DNA or other foreign genetic material into a host cell. See, 

20 e.g., Berger and Kimmel (1987) Guide to Molecular Cloning Techniques fi-om Methods in 
Enzvmology (vol. 152) Academic Press; Ausubel, et al. (eds. 1999 and supplements) Current 
Protocols Lippincott; and Sambrook, et al. (2001) Molecular Cloning: A Laboratory Manual 
(3ded., Vol. 1-3) CSH Press. 

In a preferred embodiment, ovarian cancer proteins and modulators are administered 

25 as therapeutic agents, and can be formulated as outlined above. Similarly, ovarian cancer 
genes (including both the full-length sequence, partial sequences, or regulatory sequences of 
the ovarian cancer coding regions) can be administered in a gene therapy application. These 
ovarian cancer genes can include antisense applications, either as gene therapy (e.g., for 
incorporation into the genome) or as antisense compositions, as will be appreciated by those 

30 in the art. 

Ovarian cancer polypeptides and polynucleotides can also be administered as vaccine 
compositions to stimulate HTL, CTL, and antibody responses.. Such vaccine compositions 
can include, e.g., lipidated peptides (see, e.g., Vitiello, et al. (1995) J. Clin. Invest. 95:341- 
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349), peptide compositions encapsulated in poly(D,L-lactide-co-glycolide, "PLG") 
microspheres (see, e.g., Eldridge, et al. (1991) Molec. Immunol. 28:287-294; Alonso, et al. 
(1994) Vaccine 12:299-306; Jones, et al. (1995) Vaccine 13:675-681), peptide compositions 
contained in immune stimulating complexes (ISCOMS; see, e.g., Takahashi, et al. (1990) 

5 Nature 344:873-875; Hu, et al. (1998) Clin. Exp. Immunol. 1 13:235-243), multiple antigen . 
peptide systems (MAPs; see, e.g.. Tarn (1988) Proc. Nat'l Acad. Sci. USA 85:5409-5413; 
Tam (1996) J. Inununol. Methods 196:17-32), peptides formulated as multivalent peptides; 
peptides for use in ballistic delivery systems, typically crystallized peptides, viral delivery 
vectors (Perkus, et al., p. 379, in Kaufinann (ed. 1996) Concepts in Vaccine Development de 

10 Gruyter; Chakrabarti, et al. (1*986) Nature 320:535-537; Hu, et al. (1986) Nature 320:537- 
540; Kieny, et al. (1986) AIDS Bio/Technologv 4:790-795; Top, et al. (1971) J. Infect. Dis. 
124:148-154; Chanda, et al. (1990) Virology 175:535-547), particles of viral or synthetic 
origin (see, e.g., Kofler, et al. (1996) J. Immunol. Methods 192:25-35; Eldridge, et al. (1993) 
Sem. Hematol. 30:16-24; Falo, et al. (1995) Nature Med. 7:649-653), adjuvants (Warren, et 

15 al. (1986) Ann. Rev. Immunol. 4:369-388; Gupta, et al. (1993) Vaccine 11:293-306), 

liposomes (Reddy, et al.(1992) J. hnmunol. 148:1585-1589; Rock (1996) Immunol. Todav 
17:131-137), or, naked or particle absorbed cDNA (Uhner, et al. (1993) Science 259:1745- 
1749; Robinson, et al. (1993) Vaccine 1 1:957-960; Shiver, et al, p. 423, in Kaufinann (ed. 
1996) Concepts in Vaccine Development de Gruyter; Cease and Berzofsky (1994) Ann. Rev. 

20 hnmunol. 12:923-989; and Eldridge, et al. (1993) Sem. Hematol. 30:16-24). Toxin-targeted 
delivery technologies, also known as receptor mediated targeting, such as those of Avant 
Immunotherapeutics, Inc. (Needham, Massachusetts) may also be used. 

Vaccine compositions often include adjuvants. Many adjuvants contain a substance 
designed to protect the antigen from rapid catabolism, such as aluminum hydroxide or 

25 mineral oil, and a stimulator of immune responses, such as lipid A, Bortadella pertussis, or 
Mycobacterium tuberculosis derived proteins. Certain adjuvants are commercially available 
as, e.g., Freund's Incomplete Adjuvant and Complete Adjuvant (Difco Laboratories, Detroit, 
MI); Merck Adjuvant 65 (Merck and Company, Inc., Rahway, NJ); AS-2 (SmithKline 
Beecham, Philadelphia, PA); aluminum salts such as aluminum hydroxide gel (alum) or 

30 aluminum phosphate; salts of calcium, iron or zinc; an insoluble suspension of acylated 

tyrosine; acylated sugars; cationically or anionically derivatized polysaccharides; 

polyphosphazenes; biodegradable microspheres; monophosphoryl lipid A and quil A. 

Cytokines, such as GM-CSF, interleukin-2, -7, -12, and other like growth factors, may also be 
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used as adjuvants. 

Vaccines can be administered as nucleic acid compositions wherein DNA or RNA 
encoding one or more of the polypeptides, or a fiagment thereof, is administered to a patient. 
See, e.g,, Wolff et. al. (1990) Science 247:1465-1468; U.S. Patent Nos. 5,580,859; 5,589,466; 
5 5,804,566; 5,739,118; 5,736,524; 5,679,647; and WO 98/04720. Examples of DNA-based 
delivery technologies include "naked DNA", facilitated (bupivicaine, polymers, peptide- 
mediated) delivery, cationic lipid complexes, and particle-mediated ("gene gun") or pressure- 
mediated delivery (see, e.g., U.S. Patent No. 5,922,687). 

For therapeutic or prophylactic immunization purposes, the peptides of the invention 

10 can be expressed by viral or bacterial vectors. Examples of expression vectors include 
attenuated viral hosts, such as vaccinia or fowlpox. This approach involves the use of 
vaccinia virus, e.g., as a vector to express nucleotide sequences that encode ovarian cancer 
polypeptides or polypeptide fragments. Upon introduction into a host, the recombinant 
vaccinia virus expresses the immunogenic peptide, and thereby elicits an immune response. 

15 Vaccinia vectors and methods useful in immvmization protocols are described in, e.g., U.S. 
Patent No. 4,722,848. Another vector is BCG (Bacille Cahnette Guerin). BCG vectors are 
described in Stover, et al. (1991) Nature 351 :456-460. A wide variety of other vectors useful 
for therapeutic administration or immunization e.g., adeno and adeno-associated virus 
vectors, retroviral vectors, Salmonella typhi vectors, detoxified anthrax toxin vectors, and the 

20 like, will be apparent. See, e.g., Shata, et al, (2000) Mol. Med. Todav 6:66-71; Shedlock, et 
al. (2000) J. Leukoc. Biol. 68:793-806; and ffipp, et al. (2000) In Vivo 14:571-85. 

Methods for the use of genes as DNA vaccines are well known, and include placing 
an ovarian cancer gene or portion of an ovarian cancer gene under the control of a regulatable 
promoter or a tissue-specific promoter for expression in an ovarian cancer patient. The 

25 ovarian cancer gene used for DNA vaccines can encode full-length ovarian cancer proteins, 
but more preferably encodes portions of the ovarian cancer proteins including peptides 
derived from the ovarian cancer protein. In one embodiment, a patient is immunized with a 
DNA vaccine comprising a plurality of nucleotide sequences derived from an ovarian cancer 
gene. For example, ovarian cancer-associated genes or sequence encoding subfragments of an 

30 ovarian cancer protein are introduced into expression vectors and tested for their 

immunogenicity in the context of Class I MHC and an abiUty to generate cytotoxic T cell 

responses. This procedure provides for production of cytotoxic T cell responses against cells 

which present antigen,, including intracellular epitopes. 
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In a preferred embodiment, the DNA vaccines include a gene encoding an adjuvant 
molecule with the DNA vaccine. Such adjuvant molecules include cytokines that iiicrease 
the immunogenic response to the ovarian cancer polypeptide encoded by the DNA vaccine. 
Additional or altemative adjuvants are available. 

5 In another preferred embodiment ovarian cancer genes find use in generating animal 

models of ovarian cancer. When the ovarian cancer gene identified is repressed or 
diminished in cancer tissue, gene therapy technology, e.g., wherein antisense RNA directed 
to the ovarian cancer gene will also diminish or repress expression of the gene. Animal 
models of ovarian cancer find use in screening for modxilators of an ovarian cancer- 

10 associated sequence or modulators of ovarian cancer. Similarly, transgenic animal 
technology including gene knockout technology, e.g., as a result of homologous 
recombination with an appropriate gene targeting vector, will result in the absence or 
increased expression of the ovarian cancer protein. When desired, tissue-specific expression 
or knockout of the ovarian cancer protein may be necessary^ 

15 It is also possible that the ovarian cancer protein is overexpressed in ovarian cancer. 

As such, transgenic animals can be generated that overexpress the ovarian cancer protein. 
Depending on the desired expression level, promoters of various strengths can be employed 
to express the transgene. Also, the number of copies of the integrated transgene can be 
determined and compared for a determination of the expression level of the transgene. 

20 Animals generated by such methods find use as animal models of ovarian cancer and are 
additionally usefiil in screening for modulators to treat ovarian cancer. 

Kits for Use in Diagnostic and/or Prognostic Applications 

For use in diagnostic, research, and therapeutic applications suggested above, kits are 

25 also provided by the invention. In the diagnostic and research applications such kits may 

include any or all of the following: assay reagents, buffers, ovarian cancer-specific nucleic 

acids or antibodies, hybridization probes and/or primers, siRNA or antisense polynucleotides, 

ribozymes, dominant negative ovarian cancer polypeptides or polynucleotides, small 

molecules inhibitors of ovarian cancer-associated sequences etc. A therapeutic product may 

30 include sterile saline or another pharmaceutically acceptable emulsion and suspension base. 

In addition, the kits may include instructional materials containing directions (e.g., 

protocols) for the practice of the methods of this invention. While the instructional materials 

typically comprise written or printed materials they are not limited to such. Any medium 
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capable of storing such instructions and communicating them to an end user is contemplated 
by this invention. Such media include, but are not limited to electronic storage media (e.g., 
magnetic discs, tapes, cartridges, chips), optical media (e.g., CD ROM), and the like. Such 
media may include addresses to internet sites that provide such instructional materials. 

5 The present invention also provides for kits for screening for modulators of ovarian 

cancer-associated sequences. Such kits can be prepared from readily available materials and 
reagents. For example, such kits can comprise one or more of the following materials: an 
ovarian cancer-associated polypeptide or polynucleotide, reaction tubes, and instructions for 
testing ovarian cancer-associated activity. Optionally, the kit contains biologically active 

10 ovarian cancer protein. A wide variety of kits and components can be prepared according to 
the present invention, depending upon the intended user of the kit and the particular needs of 
the user. Diagnosis would typically involve evaluation of a plurality of genes or products. 
The genes will be selected based on correlations with important parameters in disease which 
may be identified in historical or outcome data, 

15 



EXAMPLES 



Example 1: Gene Chip Analysis 

20 Molecular profiles of various normal and cancerous tissues were determined and 

analyzed using gene chips. RNA was isolated and gene chip analysis was performed as 
described (Glynne, et al. (2000) Nature 403:672-676; Zhao, et al. (2000) Genes Dev. 14:981- 
993). 



25 

TABLE 1A lists about 1 119 genes ufHegutated In ovarian cancer conipared to normal adult tissues. These were selected from 59000 probesets on the Affymetrix/Eos Hu03 
GeneChIp array such that the ratio of 'average" ovarian cancer to "average* normal adult tissues was greater than or equal to 5.0. The "average* ovarian cancer level was set to 
the BOth percentile value amongst various ovarian cancers. The 'average' nomtal adult Sssue lave) was set to the 85th percenSle amongst various non-mallgnant tissues. 

30 TABI^ 1A: ABOUT 1119 UP-REGULATED OVARIAN CANCER GENES 

Pkey: Primekey 

ExAccn: Exemplar Accession 

UGIO: UmGenelO 

ritle: UniGeneUtle 
35 ratio: ratio tumor vs norma) tissues 



Pkey Ex.Accn UGID Tllle ratio 

423634 AWg59S08 Hs.1690 heparin^mg growth factor titnding protein 65.7 

423017 AW178761 Hs.227948 'serine (or cysteine) proteinase Inhll)itor.clade8{ovaft)umi 63.6 

40 432938 T27013 Hs.3132 steroidogenic acute regulatory protein 58.3 

445810 AW265700 Hs.155660 ESTs 35.9 

431938 AA938471 Hs.115242 developmentatly legutated GTP-t»nding protein 1 32.0 

407112 AAO708O1 Hs.51615 "ESTs. Weakly similar to ALU7.HUMAN ALU SUBFAM 3U 

425650 NM.001944 Hs.1925 desmogleln 3 (pemphigus vulgaris anOgen) 30.0 

45 402075 predicted exon 27.9 

400301 X03635 Hs.16S7 estrogen receptorl 26.4 



86 



wo 02/102235 



PCT/US02/19297 



402639 predictsdexon 25 J 

421948 142583 Hs.ni758 keratinGA 24.7 

414540 BE379050 -gb:601236655F1 NIH^GC.44 Homo saptsnscONA don 24.6 

418994 AA236520 Ks£9546 setec&n E (endothelial adhesion motecule 1) 24.5 

5 401575 predicted exon 23.6 

457024 AA397546 Hs.119151 ESTs 23.2 

440684 AI2S3123 H3.127356 "ESTs. Highly stmilar to KESTJ1UMAN NEST) [Ksap^ 23.1 

459006 AW238631 Hs.27721 hypotheCcai protein FU20353 22.8 

400964 predicted exon 22.5 

10 402421 predicted exon 20.9 

437329 AA811977 H3.291761 ESTs 20.8 

414605 BE390440 'gb:601283801F1 NIH MGC.44 Homo sapiens cOMA don 20.7 

411004 AW813242 ■gb:MR3^T0191-020200-207-glO ST01 91 Hoino sapiens 20.4 

401283 predicted exon 2a3 

15 440633 AI140686 Hs.263320 ESTs 19.9 

445603 H08345 Hs.106234 ESTs 19.7 

403786 piBdided exon 19.7 

436508 AW604381 H5.121121 ESTs 19.6 

459390 BE385725 •gb:601276347F1 NiH_MGC_20 Homo sapiens cONAclon 19.2 

20 421823 N40850 Hs.28625 ESTs 19.0 

417366 BE185289 Hs.l076 sinaaprdHno-richprot^lB(comifin) 18.9 

422525 AA758797 Hs.192e07 ESTs ia5 

458121 S42416 Hs.74647 Human T-ceH receptor adive aiptia^ain mRMA from JM c 18.3 

430520 MfJL016190 Hs.242057 duomosomol open readii\g frame 10 18.1 

25 450192 AA263143 H5.24596 RA05UnterscJ}ng protein 18.0' 

416839 H94900 Hs.17882 ESTs 17.9 

440788 AI806594 H5.128577 ESTs 17.9 

451072 AA013451 Hs,117929 ESTs 17.7 

402203 predicted exon 17.3 

30 417611 AW9939B3 ■gb:RC1-BN0035-130400^ia^04BN0035 Homo sapiens 17.3 

438658 AI222068 Hs.123571 ESTs - 17.3 

403747 predicted exon 17.2 

444958 AW292643 H3.167047 ESTs 17.2 

404097 predicted exon 17.1 

35 459375 BE251770 •flb:601112470Fl N1H_MGCJ 6 Homo sapiens cONA don 16.9 

443198 A1039813 gb-.ox49dC6.x1 Soares_tot2Lfetus_Nb2HF8_9w Homo sapl 16.9 

441557 AW452647 Hs.270482 ESTs 16.9 

433871 W02410 Hs.205555 ESTs 16.8 

429163 AA884766 gbam20a10.sl Soares_NFIO'_GBC_Sl Homo sapiens cD 16.7 

40 443406 AI05623a Hs.l43316 ESTs 16.7 

400613 predicted exon 16.6 

448372 AW4451 66 Hs.l 70802 ESTs 1 6.5 

410929 H47233 Hs.30643 ESTs 16.5 

445887 A1263105 Hs.145597 ESTs 16.1 

45 422036 AA302647 Hs.271891 ESTs 16.0 

404767 predicted exon 15.9 

420831 AA280824 Hs.l90035 ESTs 15.8 

405196 predicted exon 15.8 

452947 AW130413 'gbatfSORMjtl Na_CGAP_G3s4 Homo sapiens cONA do 15.8 

50 429538 BE1B2592 H3.139322 smaD piolinwid^ protein 3 15.8 

435313 AI759400 Hs.189729 ESTs 15.7 

449635 Ai989942 Hs.232150 ESTs 15.6 

424098 AF077374 Hs.l 39322 smaD pronn&^ protein 3 15.4 

411660 AW855718 'gb:RC1-CT0279-07010W121-a06 CT0279 Homo sapiens c 15.4 

55 442653 BE269247 Hs.l 70226 Homo sapiens done 23579 mRNA sequence 15.4 

443534 AK)76123 • gb:oy92e04j(1 SoarBs.fBta)Jver.5pIeen.tNFLS_S1 Homo 15.4 

458012 AI424899 HS.18B211 ESTs 15.3 

441018 AI809567 Hs.148782 ESTs 15.1 

425972 BE391563 Hs.165433 "ESTs, H^hly similar to T17342hypcilhelical protein DKFZ 15.1 

60 418092 R451M Hs.106604 ESTs 15.1 

410909 AW898161 Hs.53112 'ESTs. Weakly sintilar to ALU8_HUMAN ALU SUBFAM 15.1 

458234 BE551408 Hs.l27198 ESTs 15.0 

434208 T92641 Hs.l27648 hypothetteal protein PR02 176 15.0 

403177 predtetedaxon 15.0 

65 423725 AJ403108 Hs.132127 hypoltietical protein LOC57822 14,9 

425090 AA350552 'gb:EST57B86 Infant brain Homo sapiens cONA 5" end, mR 14.7 

409723 AW885757 Hs.257862 ESTs 14.6 

423735 AA330259 'gb:EST33963Emb70, 12 week II Homo sapiens cDNA 5* 14.6 

444266 AI424984 Hs.l25465 ESTs* 14.5 

70 443341 AW631480 Hs.8688 ESTs 14.4 

457336 AW969657 Hs.291029 ESTs 14.4 

440500 AA9721 65 Hs. 1 503(B ESTs 1 4.4 

446292 AF081497 Hs.2796a2 Rh type C glycoprotein 14,3 

4^86 AA336519 Hs,301l67 'Homo sapiens cONA: FU21 545 fis, done COL06 195* 14-3 

75 434715 BE005346 Hs.l16410 ESTs 14,2 

409337 AW384900 Hs.l 23526 ESTs 14.2 

409272 AB014569 Hs.52526 KIAA0669 gene produd 14.2 

454913 AW841462 -gb:RC6-CN0014^030O^12-609CN0014 Homo sapiens 14.0 

439846 T63959 Hs.228320 'Homo sapiens cONA: FU23537 6s. done LNG07690" 14.0 

80 409695 AA296961 'gbiEST1 12514 Adrenal gland tumor Homo sapiens cONA 13.9 

422837 AA679784 Hs.4290 ESTs 13.9 

404664 predk:ted exon 13.9 

456829 Ai557388 *gb:PT2.L6 G03j tumor2 Homo sapiens cOMA 7, mRNA 13.8 

407327 AA487182 Hs.269414 ESTs 13.8 
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45S435 AW93944S -8teC^/1•OT0072•31010&<)5&^DTX72 Homo sapiens 13.7 

449327 AI638743 Hs^4672 ESTs 13.7 

411693 AW8S7271 *Qb:CMO-CT0307-210100-15&{09CT0307 Homo sapiens 13.7 

407463 AJ272034 gb'itomo sapiens mR^M for putative capacitaQvacal^ 116 

5 446767 /U380107 Hs.158954 ESTs 13.6 

433040 H70423 Hs.30051t ESTs 13.S 

435209 AW027809 Hs.187698 'ESTs. Highly simOar to cytomegatovtms partial fusion re^ 13.5 

441459 W919142 Hs.2U233 ESTs 13.5 

401269 predtdedexon 13.4 

10 438653 Ail99575 Hs.153070 ESTs 13.4 

426698 AA394104 Ha.97489 ESTs 13.4 

423637 AL137279 Hs.130187 Homo sapiens mRNA; cDNA DKFZp43401 21 4 (from cton 13^ 

448543 AW897741 Hs.21380 Homo sapiens mRNA; cDNADKFZp586Pl 124 (from don 13.2 

456714 AW897265 •gb:CmNN00S7-15040(W35-804NN0057 Homo sapiens 13.2 

15 458356 Ai024855 Hs.131575 . ESTs 13J 

431822 AA516049 'gbingeSdOUl Na_CGAP_Up2 Homo sapiens cONA do 13.1 

454822 AW833793 •gb:QV4.n0008-130lOWl80^6TT0008 Homo sapiens c 13.1 

453358 Ai990738 Hs.240066 ESTs 13.1 

435542 AA687376 Hs.269533 ESTs 13.1 

20 421286 AA80&584 Hs.187895 ESTs 13.0 

452799 AI948829 Hs.213786 ESTs 13.0 

444355 BE3d3685 Hs.191621 ESTs 13.0 

444271 AW4525S9 Hs.149804 ESTs 12.9 

443S60 AW866632 'gb:aV4^N0024-210400-181-904SN0024 Homo sapiens 12.9 

25 428719 AA358193 Hs.193128 bypothetlcaipcptelnFU 10605 12.9 

418282 AA215535 Hs,98133 ESTs ' 12.8 

437308 AA749417 Hs.292353 ESTs 12.7 

400584 precltdedexon 12.7 

426306 AA447310 Hs.164059 'Homo sapiens cONAFUl 3338 fis. done 0VARC1 001 88 12,7 

30 448466 AI522109 Hs,171065 ESTs 12.7 

402738 predided exon 12.7 

451531 AA018311 Hs.1 14752 ESTs 12.6 

435243 AW292886 Hs.261373 adenosine A2b receptor pseudogene 12.6 

431725 X65724 Hs.2839 Norrie disease (pseudogfoma) 12.6 

35 425108 AI000489 Hs.96967 ESTs 12.5 

422330 D30783 Hs.1 15263 epireguRn 12.5 

432949 AA570749 Hs.298865 ESTs 12.5 

417009 AA191719 Hs.171872 DEADftI (Asp-Gtu-Ala^p/His) box polypeptide 6 (RNA 12.4 

455378 AA843387 Hs.87279 ESTs 12.4 

40 432966 AA650114 'gb;ns92h09.sl NCi_CGAPJ»r3 Homo sapiens cDNA don 1Z4 

440571 AA904451 Hs.l30798 ESTs 12.3 

411178 AW820852 'gb:RC2-ST0301.1 20200^1 1-fl 2 ST0301 Homo sapiens c 1^3 

445934 AF131737 Hs.13475 liypotiietica) protein 12.3 

433917 A1B09325 Hs.1 22814 Human DNA sequence from done RP5-102aDl 5 on chrom 12.2 

45 402018 predicted exon 12.2 

424101 AA335394 ■gb:EST39787 Epididymus Homo sapiens cDNA 5* end, mR 1i2 

448533 AL119710 Hs.21365 nudeosome assembly protein l-lilte 3 12.1 

458154 AW816379 ■gb:QV4^T0234.181 1 39^35^)01 ST0234 Homo sapiens c 12.1 

440919 AW291274 Hs.262826 ESTs 12.0 

50 415747 AA381209 • •gb:EST94257 Activated T-celis I Homo sapiens 001^5*0 12.0 

411748 A\N859920 •gb:QVl-CT0364-260100^2^05CT(J364 Homo sapiens 12.0 

452975 1^5521 Hs.69469 dendrftic cell protein IZO 

427276 AA400269 Hs.49598 ESTs 12.0 

454315 AW373564 H5.251928 nudear pore complex interacting protein 12.0 

55 4S0786 H86532 Hs.33654 ESTs 12.0 

402578 predicted exon 11.9 

459591 AL037ie5 gb:OKFZp564A1l69_r1 564 (synonym: hfbr2) Homo sapie 11.9 

433449 AW772282 ■gb:hn71b05j(l Na_CGAP_Kidl1 Homo sapiens cONAc 11.9 

429108 AA890521 Hs.126035 ESTs 11'.8 

60 454556 AWaO7073 •gb:MR4-ST0052-0311 9901 8<106ST0062 Homo sapiens 11.7 

443613 Ai079356 gb:o239b09.s1 Soares_NhHMPu_S1 Homo sapiens cONAc 11.7 

400385 NM.020389 H5.283104 pulaSvecapadlallve calcium channel 11.6 

411725 AW858396 'gb:CM0-CT0341-181299-13{W)6CT0341 Homo sapiens 11.5 

4551 74 AI694575 Hs.147B0l ESTs 1 1 5 

65 412402 AW984788 •gb:RC1-HN0015.12040^021-c07HN0015 Homo sapiens 11.5 

434205 AF119861 Hs.283032 hypothetical protein PRO201 5 11.5 

450496 AW449251 Hs.257131 ESTs 11.5 

411149 N68715 Hs.26912B ESTs 11.5 

414210 BE383592 'gbreOl 297871 Fl NiH_MGC_19 Homo sapiens d)NAdon 11.4 

70 409994 D86864 Hs.57735 acetyl IHL receptor; SREC 11.3 

453845 AL157568 gb:DKFZp761F0816.rl 761 {synonym: hamy2) Homo sapi 11.3 

404849 predicted exon 11.3 

442824 BE178065 Hs.l44081 ESTs 11.3 

428548 AA430058 Hs.98549 EST 11.3 
75 434804 AA649530 •gb:ns44f05.s1 NQ.CGAPJMvl Homo sapiens cDNA do 11.3 

430486 BE062109 Hs.241551 'chiodda channel. caIdumadivatBd.femily member 2* 11.3 
400174 predicted exon 11.2 

424324 AA346316 "gb:EST52440 Greater omentum tumor Homo saptenscDN 1U 

447724 AW29B375 Hs.24477 ESTs 11.2 

80 4S702B AW449838 Hs.97562 ESTs ^^2 

429900 AA460421 Hs.30875 ESTs 112 

452240 A1591147 Hs.61232 ESTs 11.2 

458067 AA393603 Hs.36752 'Homo sapiens cONA: FU22834 6s. done KWA4314' 11.1 
402222 predicted exon 11.1 
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446745 


AW118189 


Ks.156400 


ESTs 


453060 


AW^92 


Hs^15g4 


ESTs 


443482 


AW188093 


HS.2S0385 


ESTs 


436843 


AAB24588 




*Sb:oc63(t02^1 NCLCGAP GCB1 Homo sapiens cONAc 


416320 


H47867 


Hs^024 


ESTs 


435772 


AA700019 


Hs.132992 


•ATP-Wntflng cassettB, suWamBy G (WHrTE), member 5 ( 


451542 


AA018365 


Hs.32713 


ESTs 


40B522 


AI541214 


Hs.46320 


'Small prelin&^ protein SPRK [human, odontogenic kera 


414712 


N888S8.CQ(np Hs.77039 


itbosomal protein S3A 


411940 


AW876686 




'gb:CM4-PT0031-18020O^7-e05PT0031 Homosapfensc 


408733 


AW264d12 


HS.2S4290 


ESTs 


452030 


AL137578 


Hs.27607 


Homo sapiens mRNA; cDNA DKFZp5&4N2464 (from don 


458175 


AW296024 


Hs.150434 


ESTs . 


400612 






predicted exon 


440159 


AI637599 


H3.126127 


ESTs 


429443 


AB028967 


Hs.2026e7 


'potassium voltage-gated channel. ShaUelated sutifamily, m 


416319 


AI815601 


Hs.79197 


'COdS antigen (activated B lymphocytes, immunoglobulin s 


405783 






predicted exon 


405708 






predicted exon 


433266 


A1863224 


Hs.288677 


•Homo sapiens cDNA FU13872 fis, clone THYRO100132 


456300 


AA355442 


Hs,169054 


ESTs 


432408 


N39127 


Hs.76391 


'myxovtrus OnSuenza) resistance 1. homolog of murine (int 


451702 


AW565452 


Hs.246503 


ESTs 


418179 


X51630 


Hs.1145 


WSms tumor 1 


408987 


H8561S 




gb7t03f 1 1 jI ^Scares retina N2b5HR Homo sapiens cDKA 


405285 






predicted exon 


419276 


8E165909 


Ks.134682 


-Homo sapiens cDNA: aj23161 fis, clone 1^609730* 


407287 


AI678812 


Hs.201658 


•ESTs. WeaWy similar to ALU4.HUA4AN ALU SUBFAM 


403065 






predicted exon 


414195 


BE263293 




•gb:601144881F2 NiK.MGCJ9 Homo sapiens cDNA don 


454258 


AI4S72B6 


Hs.143979 


•ESTs, Wealdy simSar to K1AA1276 prolsln [H.sapiensr 


412951 


BE018611 


HS.2S1946 


'Homo sapiens cDNA: FU23107 fis, clone 1>JG07738" 


426888 


AA437010 


Hs.266564 


ESTs 


440834 


AA907027 


Hs.128606 


ESTs 


437096 


AA744408 




'gb:ny51h02^1 Na_CGAP_Pr18 Homo sapiens cDNA do 


400135 






predicted exon 


447849 


AI538147 


Hs.164277 


ESTs 


400593 






predicted exon 


427469 


AA403084 


Hs.269347 


ESTs 


402794 






predicted exon 


452743 


AW96S082 


Hs.61455 


ESTs 


446983 


AI611654 


Hs.22490d 


ESTs 


422696 


AF242524 


Hs.26323 


hypothetical nudear factor SBB122 


428949 


AA442153 


Hs.104744 


"ESTs, Weakly similar to AF208855 1 BIW)13 (asapiensj 


409191 


AW818390 




'gb:RC1-ST0278-16020^01 4^110 ST0278 Homo sapiens c 


428493 


AK001745 


Ks.ie4628 


hypothetica] protein FU 10883 


406076 


AL390179 


Hs.137011 


Homo sapiens mRN A; cDNA DKFZp547P1 34 (from done 


410626 


BE407727 




•gb:60129977lF1 NIH_MGC_21 Homo sapiens cDNA don 


445835 


AW290999 


HS.14S534 


chromosome 21 open reading frame 23 


452507 


AI904646 




■gb:QV.BT065-020399-103 BT065 Homo sapiens cDNA, m 


433297 


AV658581 


H5.282633 


ESTs 


426724 


AA383623 


Hs.293616 


ESTs 


436659 


AI2n900 


Hs.144464 


ESTs 


405675 






predicted exon 


413466 


8EU1737 


Hs.254105 


'endasel, (alpha)' 


447198 


061523 


Hs.283435 


ESTs 


403306 


Nh4_O06825 


HsJ4368 


•transmembrane protein (63)cD}. endoplasmic raticutum^ 


413544 


BE147225 




•gb:PIW2-HT0225^31299-003.fl1 HT0225 Homo sapiens 


437094 


AW103746 


Hs.136907 


ESTs 


40U97 






predicted exon 


416203 


H27794 


HS.26S055 


ESTs 


426662 


AA393108 


Hs.97365 


ESTs 


454674 


AW836407 




•gb:PIW34.T0031-301299^2-b09 LT0031 Homo sapiens 


406702 


Z20656 


Hs.278432 


'myosin, heavy pofypeptide 6, cardiac muscle, alpha (cardio 


404952 






predicted exon 


430691 


C14187 


KS.103S3S 


ESTs 


444518 


W160276 


H3.U6884 


ESTs 


416665 


H72974 




gb.7u28a10^1 Soares fetal liver spleen 1NFLS Homo sapie 


438691 


AA30628a 


Hs^12ie4 


ESTs 


405636 






predicted exon 


437242 


AA747538 


Hs.187942 


ESTs 


425627 


AF019612 


Hsi97007 


ESTs 


452226 


AA024898 


Hs.296002 


ESTs 


418986 


A)123555 


HS.B1796 


ESTs 


441139 


AW449009 


Hs.126647 


ESTs 


427244 


AA402400 


Hs.178045 


ESTs 


423756 


AA828125 




'gb:od71a09^1 Na_CGAP_0v2 Homo sapiens cONA do 


457940 


AL360159 


K3.30445 


Homo sapiens mRMA full length insert cONA done EURO 


443526 


AW792804 


Hs.134002 


ESTs- 


440576 


AW449n5 


Hs.126008 


ESTs 


419088 


A1538323 


Hs.77496 


small nuclear rtbonudeoprotein polypeptide G 


454707 


AW81498g 




'gb:MR1-ST0206-1 70400^24-0135 ST0206 Homo sapiens 


446252 


AI283125 


HS.1S0009 


ESTs 


434374 


AA631439 




'0b:np85d02^1 Na_CGAP Thyl Homo sapiens cDNAd 
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434Q88 AF1t6649 HS.2B3944 'Komo sapiens PRO0566mRKA, complete ols* 8^ 

429643 AA455889 Hs.187548 ESTs a6 

432340 AA534222 flbm|21 (102^1 NCLCGAPJW1 Homo sapiens cONA don a6 

. 446142 AI754693 Hs.145968 ESTs aS 

5 417412 X16896 Ks.B2112 'IntsHeuktn 1 receptor, type r B.S 

416913 AW934714 'gb:RC1-Dr0001-03129M11-a11 DTC001 Homo sapiens as 

451318 AA02^ Hs.95071 ESTs aS 

405547 predlctad exon 8.5 

423843 AA332652 'g!>:EST36627 Embryo, 8 week I Homo sapiens cONA 5" en aS 

10 454145 AA046872 Hs.62798 ESTs a4 

401200 predicted exon a4 

404186 predicted exon a4 

412761 AW995092 -ob:QV&«N0041^00-145^10BN0041 Homo sapiens a4 

412333 AW937485 •9b:QV3-DT0044-22129W)45*09DT0044 Homo sapiens a4 

15 455092 BE152428 -gb:CMtVHT0323-151293-12&WHT0323 Homo sapiens a4 

419281 H36452 Hs.42189 ESTs a4 

446171 AI374927 gb;ta66c(Mj(1 Scares tolaLfetus Nb2HF8_9w Homo sapie a3 

437362 AL359561 Hs.164g3. hypothefica] protein DKFZp762N231 6 aS 

402831 predicted exon 8.3 

20 458573 AV653838 Hs.2g5131 ESTs a3 

439185 AF087976 Hs.233343 ESTs 8.3 

445881 AI26302g Hs.21068g ESTs a3 

449737 AI668581 Hs^46316 ESTs B.3 

^. 401830 AJ004832 Hs.5038 neuropathy target esterase a3 

25 421991 NM.014918 Hs.110488 KIAA0990 protein a3 

416996 W91B92 Hs^96Q9 ESTs 8.2 

443626 A1540644 Hs.138479 'ESTs. Moderately simiiar to ALU7_HUMAN ALU SUBF az 

407471 D55644 gb:Human spleen PABL (pseudoautosoma) boundary-liice se a2 

402664 predicted exon 8.2 

30 417682 W69561 gb:zd47a08.r1 Soares_fetaLheaJtNbHH19W Homo sapien a2 

424983 AI742434 Hs.16g911 ESTs a2 

434353 AA630863 H8.131375 'ESTs, Weakly similar to ALUB HUMAN llll ALU OAS a2 

453448 ALD36710 Hs.209527 ESTs 8.2 

455121 BE156459 ■gb;QVO-HTO368W10O-082-fD5HTO368 Homo sapiens 8.2 

35 404270 predicted exon ai 

438297 AWSISigS Hs.258238 'ESTs, Moderately similar to ALU 1.HUMAN ALU SUBF ai 

418122 R42778 Hs.22217 ESTs ai 

419929 U90268 Hs.93810 cerebral cavernous malfomiations 1 81 

400925 predicted exon ai 

40 403350 predicted exon ai 

426116 AA868729 Hs.144694 ESTs ai 

441518 AW161697 Hs.2g4150 ESTs ai 

421888 AA29g780 Hs.121036 ESTs ai 

. _ 402745 predicted exon 8.1 

45 402071 predicted exon ai 

444781 NM_014400 Ks.11950 GPI^chored metastasis-associated protein homotog ao 

430372 A1206173 Hs.211375 ESTs aO 

449857 A1672379 Hs.73919 'clathrin,B9hlpolypepfds(Lcb)' 8.0 

422174 AL049325 Hs.1 12493 Homo sapiens mRNA; cDNA DKFZp564O036 (from done aO 

50 413382 BE090689 •gb:RC1-BT0720-280300-011-f08BT0720 Homo sapiens c 8.0 

456502 AI798611 Hs.157277 ESTs 8.0 

405336 predicted exon 80 

405917 predicted exon aO 

436007 AI247716 Hs.232168 ESTs aO 

55 439192 AW970536 Hs.105413 ESTs 8.0 

437724 AW444828 Hs.184323 ESTs 8.0 

452755 AW138937 Hs.213436 ESTs 8.0 

401781 predicted exon 7.9 

406057 predicted exon 7.9 

60 406289 AW068311 Hs.82582 Integrin. beta^lce 1 (with EGF-flke repeat domains}' 7.9 

421459 AI821539 Hs.97249 ESTs 7.9 

448251 BE2S04&6 H5.&4045 'Homo sapiens cDNA FU1 1979 lis. done HEMBB100128 7.9 

429125 AA446854 HsJ!71004 ESTs 7.9 

^_ 440154 BE077129 Hs.l26119 "Homo sapiens cDNAFUl 3273 fis. done 0VARC1 001 01 7.9 

65 413233 AW578713 Hs.47534 "ESTs, Weakly sirralar to ORFyKL201ctS.cerevlsiaer' 7.9 

438268 AA782163 Hs.293502 ESTs 7.9 

452466 N84635 Hs.29664 Human DNA sequence trom clone 682J1 5 on chromosome 6 7.9 

441194 BE274581 'gb:601120870F1 N1H.MGC_20 Homo sapiens cONAcIon 7.9 

_^ 425292 NM_C05824 Hs.155545 37 kDateudne^idi repeal (LRR) protein 7.9 

70 445090 AW205208 Hs.147293 ESTs 7.9 

431292 AA370141 H5.251453 Human DMA sequence ftom clone 967N21 on chromosome 7.9 

414266 BE267834 -gb:601 124426F1 N1H_MGCJ Homo sapiens cONA done 7.8 

407839 AA045144 Hs.161555 ESTs 7.8 

456101 AA159478 gb:zo74d06.s1 Stratagene pancreas (937208) Homo sapiens 7.8 

75 455853 BE147225 •gb:PM24tT0225^3 1 29 WK)3^1 1 HT022S Homo sapiens 7.8 

414995 C18200 gb:C18200 Human placenta cONA(TFi41ware) Homo sapts 7.8 

447247 AW369351 Hs.287955 'Homo sapiens cONAFU13090 fis, done NT2RP3002142 7.8 

416151 T26661 'gb:AB65C7R Infant brain, LLNL array of Dr. M. Scares 1 7.8 

_^ 446435 AW206737 Hs.2535a2 ESTs 7.8 

80 403698 predicted exon 7.8 

424914 AA348410 Hs.1 19065 ESTs 7.6 

409731 AA125985 Hs.S6145 thymosin, beta identiSed in neuniblasbma cells' 7.8 

401604 predicted exon 7.6 

413025 AA805265 Hs.291646 ESTs 7.6 
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405896 predicted exon 7.6 

454505 AWS01385 "gb:lL&m40067-24030(>-O5a^1 UMQ067 Hoino sapiens 7.7 

448283 A1340462 Hs.18297g ribosomal protein L1 2 7.7 

_ 434098 AA625499 'glxaJSggOSjl Soares_NhHMPu_S1 Homo sapiens cDtiA 7.7 

5 431673 AW971302 Hs.293233 ESTs 7.7 

421029 AW057782 Hs.293053 ESTs 7.7 

408391 AW859276 ■gb.-MR1-CT0352-240200-10Sd02 CT0352 Homo sapiens 7.7 

422529 AW01512B Hs.256703 ESTs 7.7 

454389 AW752571 •fltKlLW:T0213.17010(M)5&fl)2CT0213 Homo sapiens c 7.7 

10 427821 AA470158 Hs.98202 ESTs 7.7 

434657 AA641876 Hs.191840 ESTs 7.7 

445628 AI344166 Hs.155743 ESTs 7.7 

424872 AA347g23 'gtKEST54302 Fetal heart II Homo sapiens cONA 5* end, m 7.7 

439232 N48590 Hs.46693 ESTs 7.7 

15 441417 AI733297 Hs.144474 ESTs 7.7 

453598 AA441838 Hs.62905 ESTs 7.7 

430440 X52599 Hs.2561 Yerve growth factor, t)eta polypeptide* 7.7 

413308 AW303544 Hs.l18854 ESTs 7.7 

40(^68 prediGtedexon 7.7 

20 446726 AW300144 Hs.209209 'Homo sapiens cDNARJ1 1629 fis. done HEMBA100424 7.7 

427504 AA776743 Hs.191589 ESTs 7.7 

405621 predicted exon 7.6 

414127 A!431863 Hs.135270 ESTs 7.6 

^_ 409866 AW502152 gb:UI-HF-eROp-qr4-11-0-Ul.r1 N[H.MGC_52 Homo sap 7.6 

25 446232 AI2B1848 H3.165547 ESTs 7.6 

403568 predicted exon 7.6 

451458 AI797558 Hs.270820 ESTs 7.6 

439157 AA912737 H3,20160 ESTs 7.6 

401793 predicted exon 7.6 

30 429839 AI190291 Hs.112143 ESTs 7.6 

445672 Aig0743d Hs.282862 ESTs 7.6 

449444 AW818436 Hs.23590 'solute carrier family 16 (monxartxixyrKjactd transporters) 7.6 

447499 AW2625B0 Hs.147674 KIAAI 621 protein 7.6 

.421773 W69233 Hs.1 12457 ESTs 7.6 

35 439706 AW872527 H3.59761 ESTs 7.5 

432189 AA527941 •glj:nh30cO4.s1 NCLCGAP_Pr3 Homo sapiens cONA clon 7.5 

402050 predicted exon 7.5 

429687 AI675749 Hs.211608 nudeoporin lS3kD 7.5 

423193 R07299 Hs.254837 "Homo sapiens cDNARJ13502 fis, clone PUCE1 004836 7.5 

40 416548 H62953 gb:yr47f06.rl Soares fetal liver spleen 1NFLS Homo sapien 7.5 

443236 AI079496 Hs.134169 ESTs 7.5 

436053 AI057224 Hs.15443 ESTs 7.4 

437191 NM.0CS&46 Hs.5476 'serine protease tnhibitof, Kazal type, 5* 7.4 

451829 AW964081 Hs.247377 ESTs 7.4 

45 443151 A1827193 Hs.l32714 ESTs 7.4 

452055 AI37743t Hs.293772 ESTs 7.4 

445265 AI218^ Hs.l44942 ESTs 7.4 

401032 predicted exon 7.4 

448184 BE541249 Hs.109697 ESTs 7.4 

50 414808 T95945 gb7e42e02.r1 Soares fetal Ever spleen 1NFLS Homo sapien 7.4 

418540 AI821597 Hs.90877 'ESTs, WeaWy similar to ALU1J<UMAN ALU SU8FAM 7.4 

410449 AW748954 Hs.18192 Ser/Ar^^laled nuclear matrix protein (plenty of prolines 1 7.4 

43556B AA688048 Hs.294080 ESTs 7.4 

459160 A1904723 ■gt>:CM-BT066-120299-092BT066 Homo sapiens cONA. 7.4 

55 419753 N42531 gb:yy1 Id ^r1 Soares melanocyte 2NbHM Homo sapiens cD 7.4 

432383 AKX0144 H5.274449 *Komo sapiens cDNAFU20137 fis, done CX)L0713r 7.4 

404893 predicted exon 7,4' 

425349 AA425234 Ks.79886 nbose5-phosphateisomer3SeA(ribose5-phosphateepImer 7.4 

413864 BE175582 'gb:RC5.HT0580.100500022-C01 HT0580 Homo sapiens 7.3 

60 426871 AA393041 Hs.215493 ESTs 7.3 

415613 R20233 gb:yglBh1l.r1 Soares infant brain 1 NIB Homo sapiens cDN 7.3 

427025 AA3975e9 Hs.97523 ESTs 7.3 

444683 AI375101 Hs.l58721 "EST8,WeakIysimil3rto ALUl.HUMAN ALU SUBFAM 7.3 

447700 AI420183 Hs.1 71077 "ESTs, Weakly similar to similar to serinafthreonine kinase 7.3 

65 • 412740 AW993984 'gbiRCl-B NOOSS-1 30400^1 3^05 BN0035 Homo sapiens 7.3 

416642 T96118 Hs.226313 'ESTs. Weakfysinular to ALUIJ^UMAN ALU SUBFAM 7.3 

416506 H59879 Hs.237308 ESTs 7.3 

426130 AA853282 gb:NHTBCae04f07r1 Nonnal Human Trabecular Bone CeD 7.3 

407392 AB032369 'gb:Homo sapiens MIST mRNA, partia! cds." 7.3 

70 432365 AK001106 Hs.274419 hypothetical protein FU 10244 7.3 

451221 ■AI949701 Hs.210589 ESTs 7.3 

443161 AI038316 gb:ox48c08j(1 Soanes_totaLfetus.Nb2HF8_9w Homo sapi 7.3 

418186 BE541042 H3.23240 'Homo sapiens cDNAFU 13495 fis. done PLACE1 004471 7.3 

439152 H65014 gb7u66f10.r1Welzmann Olfactory EpilheTwm Homo sapie 7.2 

75 459534 BE386808 Hs.147905 ESTs 7.2 

443325 BE156494 Hs.l88478 ESTs 7.2 

417351 T90278 Hs.15049 ESTs 7.2 

454182 AW177335 ■flb:CM1.CTQ129.160899^5^08CT0129 Homo sapiens 7.2 

402298 predidedexon 7.2 

80 458562 N34128 H8.145268 ESTs 7.2 

407021 U52077 'gbiHuman marinerl transposase gene, complete consensus 7.2 

449276 AW241510 Hs.252713 ESTs 7.2 

418251 AA832123 Hs.177723 ESTs 7.2 

420788 AA937957 Hs.1 93367 ESTs 7.2 
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4018B1 predicted exof) 72 

456436 AA251079 Hs.1S836S ESTs 7.2 

413425 F20956 'gb:HSPO05390HM3 Homo sapiens cDNActone032-X4- 7.2 

_ 448986 AW372914 HS.2S7462 'Homo sapiens cDNAFU 11 875 6s. ctoneHEMBAI 00707 7.2 

S 42S340 N3593& HS.1S3429 Homo sapiens cnRNA; cONA 0KFZp434M2216 (fn^ 7.2 

406053 predicted exon 7.2 

405851 predicted exon 7.2 

431009 BE14g7S2 Hs.248213 'gap Junction prateln. beta 6 (connexin 30)* 7.2 

426562 AAB79474 Hs.122710 ESTs 7.2 

10 408536 AW381532 Hs.135188 ESTs 7.1. 

455013 BE073250 •gb:MRMT0551^60300.102^ BT0551 Homo saptens 7.1 

428910 W03667 Hs.1 93792 ESTs 7.1 

424634 NM_003613 Hs,1 51407 'cartilage Intermediate tayer protein, nucleotide pyrophosph 7.1 

M9794 AW444502 Hs.256982 'ESTs, Higt\ly similar to AFl 16865 1 hedgeluJsHntefaceng 7.1 

15 423410 AF058989 Hs.128231 "G antigen, family B. 1 (prostate associated)- 7.1 

445460 AI797473 Hs.209468 ESTs 7.1 

447285 AI371849 Hs.200696 •ATPase.OassVl.typellCr 7.1 

419750 AL079741 Hs,183114 "Homo sapiens cONAFUl 4236 fis. done KT2RP40005 15 7.1 

438986 AF085888 Hs.269307 ESTs 7.1 

20 420757 X78592 H$.99915 arvirogen receptor (dihydtotestosteione receptor; testicular 7.1 

432479 A1042&44 Hs.275675 katanlnp80(WO4(>€or\tairung)subunitB 1 7.1 

449733 R74546 Hs.29438 'HomosaptenscONAFU12094fis, done HEMBB1 00260 M 

437846 AA773866 Hs.244569 ESTs 7.1 

454934 AW846080 'gb:MR3^0176^1099^2-b09CTOl76 Homo sapiens 7.1 

25 421929 AA300543 Hs.247360 ESTs 7.1 

401780 predicted exon 7.0 

448106 AI800470 Hs.17194l ESTs ' 7.0 

448835 BE277929 Hs.11081 'ESTs, We^ simitar to S57447HPBRII-7 protein [H.S3p 7.0 

400B42 predicted axon 7.0 

30 429364 AA4517g7 H5.201202 'ESTs, Moderately similar to Pro-PoUUTPasepdyproteln 7.0 

454963 AW847647 'gb:IL^0213-28O10(>O56-A06CT0213 Homo sapiens c 7.0 

423891 AK002042 Hs.134795 'Homo sapiens cONAFUI1 180 fis, done PLACE1 007452 7.0 

407506 IJ71600 'gbiHuman zinc finger protein zfp31 (z:f31)mRNA, partial 7.0 

413802 AW964490 Hs.32241 ESTs 7,0 

3 5 440051 BE559980 •gb:601345293F1 NIHJIGCJ Homo sapiens cOHA done 7.0 

446283 AI948801 Hs.171073 ESTs 7.0 

419236 AA330447 Hs.1351S9 'Homo sapiens cDNA FU11481 0$. done HEMBA100180 7.0 

405472 predicted exon 7.0 

435024 AI863518 Hs.127743 'ESTs, Weakly similar to V-ATPaseG-subunil like protein 7.0 

40 453969 AW090763 Hs.301731 'Homo sapiens cDNAFU11738 fis, clone HEMBA1 00547 7,0 

404992 predicted exon 7.0 

428129 AI244311 Hs.26912 ESTs 7.0 

414315 Z24878 •flb:HSB65D052 STRATAGENE Human skeletal muscle cD 7.0 

400491 H25530 Hs.50868 'solute carrier family 22 (organic cation transporter), memb 6.9 

45 459275 AI80Bgi3 Hs.1 18321 ESTs 6.9 

450853 AA47982g Hs.44243 ESTs 6.9 

457460 AI143312 Hs.164O04 ESTs 6.9 

434168 A120452S Ks.l 16156 ESTs 6.9 

445153 Ai214671 'gb:qm32d02jt1 Na_CGAP_Lu5 Homo sapiens cDNA do 6.9 

50 450028 A1912012 Hs.200737 ESTs 6.9 

414954 D61402 gb:HUM162A03a Human fetal brain (TFu Iwara) Homo sa 6.9 

459478 AW195566 Hs.253182 ESTs &9 

426269 H15302 Hs.l68950 Homo sapiens mRNA;cONADKFZp566A1 046 (&om don 6.9 

401050 predicted exon 6.9 

55 447588 A1394154 Hs.279659 *ESTs. Weakly similar to Unknown protein [Ksaplens]' 6.9 

449002 A162001B Hs.1 17461 ESTs 6.9 

462759 AW590773 Hs.258996 ESTs 6.9 

443220 RS5304 Hs.132032 'Homo sapiens cDNAFU 11 683 fis. done HEM BA1 00490 6.9 

400749 predfcfedexon 6.6 

OO 406277 predictsdexon 6.8 

433785 BE044593 Hs.l12704 ESTs 6.8 

434129 AI807757 Hs.221041 ESTs 6.8 

453369 BE551550 Hs.232630 ESTs 6.8 

411722 AW875942 'gb:CMW001 3-1 31 29W)67-b10Fr001 3 Homo sapiens 6.8 

65 455152 AW858521 'gb:CMm0342-(J21299-115^04Cr0342 Homo sapiens 6.6 

412670 AA1 15456 gb3dc8gb05.r1 SoaresjireQnantutenisJJbHPUHomosapi 6.8 

419054 N40340 Hs.191510 'ESfTs. Weakly similar to Oi^pAmuscOlusr 6.8 

421316 AA287203 Hs.251397 SMA5 6.8 

432363 AA534489 gbuif76g1 l,s1 NCLCGAP_Co3 Homo sapiens cDNA done 6.8 

70 458603 AW103046 Hs.6162 K1AA0771 protein 6.8 

439527 AW298119 Hs.202536 ESTs 6.8 

408920 AL120071 Hs.48998 fibronectlnleudneridi transmembrane protein 2 6.8 

439127 AW978465 Hs.292368 ESTs 6.8 

434890 AF161345 Hs.283930 "Homo sapiens HSPC082 mRNA, parfial cds" 6.8 

75 429413 NRL014058 Hs.201877 DESC1 protein 6.7 

407788 BE514982 H3.38991 SlOO caldum4)tndlng protein A2 6.7 

447252 R90916 gb^nOlelO-rl Scares adull brain N2b4HB55Y Homo saplen 6.7 

455851 BE146879 'gb:QV44ff 0222-261 099*14<1 1 HT0222 Homo sapiens 6.7 

439509 AFD86332 Hs.58314 ESTs 6.7 

80 418858 AW961605 Hs.21145 'Homo sapiens cDNA:FU22489 fis. done HRC 10951* 6.7 

419323 AI092379 Hs.135275 ESTs 6.7 

415317 Z43388 H3.5570 hypolhetica! protein FU10006 6.7 

416854 AA226334 HS.1S4291 ESTs 6.7 

407413 AF067801 :gb:Homo sapiens HDCGC21PmRNA, complete ods.' 6.7 
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439694 


AA843915 


Hs.54707 


ESTs 


451191 


No 7900 


ns.1io446 


£STs 


454006 


U12775 


KS.3700& 




44000/ 


R14973 




gD.7i42110.6i o03f8S 1BI31 ttvBrsfssen intLS rionx>$3pi6n 




DC 1302/3 




•.■luOun uTH'^oc iQAiinn nAo nii mnii^e lIi^ma 
^DCrMO-n 1 U J>J>1 oU4U0-U0o^1 1 HTUJOO nOmo SafK8nS 


451368 


DC242152 


Hs.2oo417 


pnjteln sefino threonino kinaso Clk4 


453509 


AIj040021 




8o:uKrZp434Nioi4_n 4j4 (synonynt ntes3} HOfno saps 




AWs/OU/O 


nSJ /Z309 


nudsar phosphoproteln similar to S. ccfovistao PWPI 


423372 


At246j75 


4 C J d CO 

Hs. 154458 


ESTs 


450316 


W84446 


HS.17B5Q 


ESTs 


447795 


AVV2S5151 


Hs.1o3o12 


ESTs 


413252 


6c074910 




gD:RC5^Tu5o0-17Q3u0-0ZVr12 BTD560 Homo sa;»ens 


405771 








411483 


AVV848115 




#^^.111 ^irAi4 d 9A4mA Ajo ^nn ^TAi4 A u^^^ ^^^i^^^ ^ 

gb:IL3-€T02i 4-301 299-O46-C09 CT0214 Homo sapiens c 


420271 


AI954365 


Hs.42892 


ESTs 


431948 


AA917706 


Hs.194616 


ESTs 


409629 


AlAli/nean 

AW4495o9 


t-Io 1707*1 J 

nS.279724 


ESTs 


458S41 


W28965 




gb:S4d10 Human retina cONA rareiomly primed sublibrary 


416565 


AWOOiSSO 


K3.4497O 


ESTs 


409097 


AAo779Z7 


1J_ 4 4 Aocn 

Ks.l 44209 


ESTs 




A]U1(U49 


ij_ 4ionco 
nS.l^oOo^ 


CCTo 


10/ £03 


mvmoooo 




*CCTe Uuihki f>fmT)>tr fn &C10flCQ7 1 A luna fvi4>H>«Iilm ohn 

to iSt ntgniy simuai va f\r isTOsr ^ /vvype poiassium cna 


4UD3U4 






predicted 6xon 


AiAtinR 
414qUD 


DCJ0///1 




gu.DUi/oj£3iri 1x10^*1130.44 ramo sapiens cuNAcion 


43^:930 


AWUUoOro 




cols 




/WU01#4/4 


nS.£/£i33 


tolS 


404599 






pre<ficted exon 


A'i'iC.IC 
4^«)3/0 


UioooJ 


Lie iCtAAt 


nomo sapiens cuna rLHio/o ns, done ncMDAiuu<»4 


443027 


AlU£/o4r 


ns.O033U 


CCT* 

to IS 


456663 


AV658444 


ns2o077o 


Homo sapiens cDNA rLJ138S4 fis, done PLACE2000u21 


431277 


AA5ulo05 


Ks.249965 


ESTs 


445232 


BE294357 




goWi 172o78Fl NjH_MGC_i7 Homo sapiens cDNA don 


459170 


Al9U33lO 




gD.KU-DlU91-2101 99-090 olu91 nOmo sapiens CUNA, m 


437876 


AA77015t 


Ks.1 20424 


ESTs 


406752 


AI2o559o 


Ll- A4 7dm 

nS.21/499 


annennA? 


401245 






predicted exon 


446102 


AWlD0U07 


tin ocmcc 


ESTs 


446989 


AnUUloSro 


Ur 1C7 An. 


nypoineucai protein ruiiuoo 


4«l 1 DU 


A1JU0U«13 




rtorno sapiens mKN/s cuna uint^ooojim/j (ironi cione 


4300 J 1 


U717QQ 
• n/1/O^f 


U<! 0/1/W97 


CCTe 
CO IS 


4U09 14 


AW43imU9 




nh'ltt 1-IJll^lrT-n.nfl/Ll M el Mfl P/^AP QiiKf^ Unmn co 
gD.Ul-n-OtJ-oK2-g'UO^UI.5l nUI.V/UAr_OUD3 noiwso 


AliMQ 

4nuio 


AW0l04^O 




gD.Mru-o 1 U 1 aZ-ul UAU-/ lU-CUO o 1 U (9/ nOnriO saptOnS C 


4O030< 


n/iSo/ 


ns.i 09/30 


'conplemsnt component 1 , s subcomponents 


43fD/w 


A Acno7<i 
AAbUi/il 




'gbinp03ti06.s1 NCl.CGAP^Pf2 Homo saf^ns cONA don 


438647 


AABlJllo 


Hs.1 63230 


ESTs 


439570 


T79925 


nS.2o9lD3 


ESTs 


419273 


BE271180 


Ks.293490 


ESTs 


443745 


AB039670 


Hs.9728 


ALEX1 protein 


431029 


BE392725 


Hs.248571 


Homo sapiens PAC done RP5-1 163J12 from 7q21.2-q31.1 


458695 


AV660159 


HS.2822B4 


ESTs 


410986 


JL\llf04 AAA A 

AWBiZDoo 




^.teiun^J OTA4^A 4A4AnA AAA ^AY OTA4^A 1.1*.^^ ^M.KtMAm ^ 

0o:HC4-STO173-i91O99-O32-aO7 ST0i73 Homo sainens c 


417135 


AA422067 


Hs.50547 


ESTs 


416441 


oc:4U7i9r 




QD.ooi30i332ri Nin_Mbu.£i nomo sapiens cuNA clon 




DCI/UJIJ 




gu.uv4*n 1 U3oohMU3UU*i 9j-0U£ n 1 0300 riomo sapiens 


452563 


Al 30/332 




qd:rc-bti4/-i 20499-044 dTi47 Komo sapiens CuNA, m 


/notice 

4U0930 


AISUUIOOO 


Ui> Kic^nc 


'ESTs, Highly similar to unnamed protein product [H.sapien 


AtytnAQ 

4U0i343 






predicted exon 


4£34^ 


DCOJOsil 


nS.£<}4343 


coiQi wesKiy sumioT Q} /\ri33i03 1 novel lounai ptgmcn 


ACQA'in 


nW 00^00 




gu.iV3^) iJii ooares_riri^i.UDU'_oi noniu sapiens cun 


425733 


F13287 


Ua 4 CQOQO 

nS.i39ooo 


Homo sapiens clone 23578 mRNA sequence 


4300/0 


AIJUoioc 


Ue i7ncnQ 
nS.i /U9oo 


to 1 s, wesKiy simuar lo imaau/uo protein [n,S8piensj 


429695 


AAo35714 


Hs.293530 


ESTs 


426872 




nS.nzUii 


'ESTs, We^dy stn^ar to unknown [H.sai^ns]' 


437152 


ALO3OO27 




gDiHomo sapiens mRNA; cuNA DKrZp30oUOj24 (irom c 


440517 


AW1 39632 


Hs.1 32246 


ESTs 


450877 


A]799608i 


Hs.29178 


ESTs 


410664 


NM.006033 


Hs.65370 


Upase. endoUieTtaT 


405793 






predicted exon 


418709 


AA227394 




gb2r17c10j1 Stratagene NT2 neuronal precursor 937230 H 


426684 


AA431792 


Hs.44784 


ESTs 


AAOKitt 
44t»10 


AlAKtQQCQC 
AVY09S390 




gD.KLi-NNUU/t}-2oU400-oi i-gu9 NNUO/o rtomo sapiens 


400983 






predicted exon 




/\rvJ33j/ 


nS. 1103/1 


Ktvj (yeasi nomoiogj-iiKe; caiaryuc suounti oi una poty 


4c30)^ 






gu.unu-oriuiUi>-itKwui^/9vvU4 DriuiUt} nomo sapieriS 


401521 






predicted exon 


430290 


AI734110 


Hs.136355 


ESTs 


414931 


AK000342 


Hs.77646 


Homo sapiens mRNA; cONA DKFZp761M0223 (from don 


437939 


AW236600 


Hs.141840 


'ESTs, Weakly similar to S59501 interferon receptor JFNA 


451842 


A1620S39 


Hs.267087 


■ESTs, Moderately similar to ALU4_HUMAN ALU SUBF 


405810 






predicted exon 


443747 


AV646352 




'gb:AV646352 GLC Komo sapiens cONA dona aCAME 


427287 


NM_014903 


Hs.n4188 


K1AA0938 protein 


413521 


BE145814 




-gb:MR041T0208-101299-202-^ HT020d Komo sa^nens 


429090 


AW820276 


Hs.99066 


ESTs 
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451488 


H2a99 


Hs.a)8846 


455713 


BE06S891 




452161 


R43077 


Hs.221747 


428647 


AA8300^ 


Hs.124344 


445083 


AI246275 


Hs.149196 


456S71 


AB011142 


Hs.114233 


401508 






412677 


AWQ29608 


Hs.17384 


441720 


AI345487 


Hs.28739 


418051 


AW192535 


Hs.19479 ■ 


4380U 


N71183 


Hs.121806 


432101 


A191B950 


Hs.11092 


421032 


AW293133 


Hs.1 01340 


436532 


AA721S22 




431318 


AA502700 


Hs^3147 


413470 


N20334 




402425 






455993 


BE179085 




400160 






413795 


AL040178 


Hs.142003 


405071 






403741 






432489 


AI804855 


Hs.207530 


4022S6 






446091 


AW022192 


Hs.200197 


444788 


AI871122 


Hs.202821 


404972 






400227 






433804 


AI936561 


Hs.112740 


448807 


A1571940 


Hs.7549 


404340 






424632 


AB014523 


Hs.151408 


449547 


K93543 


Hs.1 17963 


406945 


K01383 


Hs.203967 


433663 


AF083131 


Hs.229535 


407809 


AW082279 


HS.24410B 


418342 


BE002723 


Hs.293504 


438007 


AA133008 


Hs.158675 


410536 


N39533 




448005 


AW207437 


Hs.170378 


414083 


AL121282 


Hs.257786 


405362 






410102 


AW248508 


Hs.279727 


457868 


AW975133 




407395 


AF005082 




443603 


BE502601 


Hs.134289 


430051 


AA454611 


Hs.52515 


434569 


AI31129S 


Hs.58609 


430481 


AA479678 


Hs.203269 


402859 






401260 






406544 






423446 


AI024600 . 


Hs.98612 


412246 


A1160873 


H8.6g233 


400420 


AJ277247 


Hsi87369 


455662 


BE065387 




428813 


AB037749 


Hs.186928 


443267 


AW450630 


Hs.133851 


433405 


AW157566 


Ks.155892 


416795 


A1497778 


Hs.168053 


435705 


W31254 


Hs.7045 


450769 


AA057418 


Hs.33654 


427174 


AA396848 


Hs.97541 


425389 


AW974499 


Hs.192183 


416675 


H73802 


Hs.35381 


432749 


NM.014438 


Hs.278909 


401809 






403041 






408523 


AW833259 




416515 


N91716 


Hs.ig4140 


452591 


BE173164 


Ks.1516 


437146 


AA730977 




450094 


AI174947 


Hs.295789 


402529 






430706 


NM_003540 


Hs.247816 


459186 


At9082a7 




452158 


A1699120 


Hs.61198 


411237 


AW833676 




400441 


M15530 


Hs,99879 


439398 


AA284267 


Hs.221504 


440862 


H3S048 


Hs.127432 


415451 


H19415 


Hs568720 


459587 


AA031S56 




456072 


K54381 





ESTs &3 

■OlrQV«TtM01-201299mb01 BT0401 Homo sapiens &3 

ESTs a3 

ESTs 6.3 

ESTs &3 

K1AA0670 gene product 6.3 

piedicted exon 6.3 

ESTs &3 

ESTs &3 

ESTs 6.3 

•HomosapienscDNAFU11971 fis.cteneHEMBB100120 6.3 

'KontD sapiens cOHA FUU290 Ga, ctene PLACE1006795 6.3 

ESTs 6.3 

•gb:nv54h12.r1 NCLCGAP.Ewl Homo sapiens cDNActo 6.3 

ESTs 6.3 

flb:yx54c1 ^J&^ Soares melanocytB 2NbHM Homo sapiens c 6.3 

prstilcted exon 6.3 

■gb:RCO-HT0613-14030(M21-d06 HT0613 Homo sapiens 6.3 

predicted exon 6.3 

ESTs 6.2 

predicted exon 6.2 

predicted exon 6^ 

ESTs 6.2 

predicted exon 6.2 

ESTs 6.2 

ESTs 6.2 

predicted exon 6.2 
predicted exon ' 6.2 

ESTs a2 

ESTs 6.2 

predicted exon 6.2 

KIAA0623 gene product 6.2 

ESTs a2 

melalk)thioneinlA(funcUona1) 6.2 

CATX.15 protein 6.2 

ESTs 6.2 

'ESTs. Moderately similar to ALULHUMAN ALU SU8F 6.2 

ribosomal protein L14 6.2 

gb:yv27d04.8l Soares fetal liver spleen 1NFLS Homo sapie ' 6.2 

ESTs 6.2 

ESTs 6.2 

predicted exon 6.2 

-Homo sapiens cONA FU14035 fis, clone HEMBA100463 6.2 

"gb;EST387239 MAGE resequences. MAGN Homo Ba;rfen 6.2 

*gb:Homo sapiens skin-specific protein (xp33) mRNA part 6.2 

■ESTs. WeaHy simOar to KIAA1063 protein (H^ apiensr 6.2 

transdudn (beta)4i]te 2 6. 1 

ESTs 6.1 

•ESTs. Moderately similar to AiaJ8_HUMAN ALU SU8F a 1 

predicted exon 6.1 
predicted exon ' 6.1 

predicted exon 6.1 

ESTs 6.1 

'ESTs. Weakly similar to K1AA1064 protein IRsapiensl" 6.1 

{nterieukin22 6.1 

■gb:RC1.BT0314^050W)1^d03 BT0314 Homo sapiens 6.1 

K1AA1328 protein 6.1 

ESTs 6.1 

ESTs 6.1 

•ESTs, Highly similar to AF227948 1 HBV pX assodaled p 6.1 

GL004 protein 6.1 

ESTs 6.1 

ESTs 6.1 

ESTs 6.1 

ESTs 6.1 

InlerieuMn-l Superfamity e 6.1 

predicted exon 6.1 

prediclBd exon 6.0 

•gb;RC2-n0007-13109W)1l-c01 TT0007 Homo sapiens c 6.0 

ESTs 6.0 

Insutin-nke growth factor-binding protein 4 6.0 

■gb:nw551D5.8l NCLCGAP^Ewl Homo sapiens cDNA do 6.0 

Homo sapiens mRNA; cONA DKFZp56401 164 (from don 6.0 

predictsd exon 6.0 

■H4 liistone family, member C 6.0 

'gb:R(>BT16W)2049W)35 BT168 Homo sapiens cDI^ m ao 

ESTs 6.0 

'gb:QV4-TT0008-18119W)384i04Tr0008 Homo sapiens 6,0 

B^ growth factor 1(12lcO) 6.0 

ESTs . ao 

ESTs ao 

•ESTs, Moderately sbrtilar to AlULHUMAN ALU SUBF 6.0 
gb2)cl5e04.6l SoaiesjiregnanLuterusJ^bHPU Homo sapi 6.0 
gti:yq89a03.s1 Soares fetal Over spleen 1NFLS Homo sapie 6.0 
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409954 
443488 
430825 
454456 
456506 
449228 
457727 
442440 
455110 
402790 
403982 
427635 
408948 
402046 
416438 
403083 
402481 
409867 
420362 
421375 
437630 
443500 
448995 
438214 
428046 
431941 
403355 
439031 
430032 
423457 
422158 
406592 
418636 
429399 
408590 
422168 
417421 
401129 
434745 
402800 
435185 
419519 
452542 
427166 
416166 
431467 
421558 
458055 
418345 
425544 
433544 
442007 
443422 
434311 
424966 
441744 
413101 
445687 
441369 
414428 
4ai211 
411541 
448612 
419118 
406322 
454690 
450313 
416^2 
449309 
408418 
416100 
437845 
443345 
418407 
434557 
431668 
437641 
409319 
403967 
445169 
414418 
446563 
446075 
428068 



AW512770 

A1073495 

AI734186 

AA984138 

AA27a277 

AJ403107 

AW9746a7 

BE464435 

BE154505 

BE005839 
BE397988 
AW236713 

R89238 



AW502161 

079734 

AA489200 

AI252782 

AV646368 

At613Z76 

H06076 

AW812795 

AK00O108 

AF075079 
AW936136 
F08208 
L10343 

AW749a55 
AA452244 
AW238162 
AA586894 
AL138201 



AW753380 

AI198719 

AW812256 

AA431578 

H23687 

N71831 

AB011125 

AW979121 

AJ001696 

AA49232S 

AI793211 

AA301116 

R10288 

BE543469 

AU077312 

AA960922 

BE065215 

W80382 

AA931535 

BE296g06 

M86849 

W03940 

AI696363 

AA234223 

AW854639 

AI038989 

AA179233 

AW589823 

AW953897 

H187fl0 

AA769578 

AI052508 

ALD44818 

AW855466 

AA513906 

AA811452 

AW752736 

AF030107 

AI936450 

H52943 

BE326588 

AW451457 

AW016437 



Hs^66457 
Hs.133912 
Hs.185105 
Hs^9895 
Hs.ig4212 
Hs.148590 

Hs.146180 



Hs.l799a2 
H&221441 

Hs,34262 



Hs.97206 

Hs.100595 

Hs.153029 

Hs-137071 

Hs.5682 

Hs.26320 

Hs.155381 

Hs.272227 



Hs.99610 

Hs.155606 

Hs.112341 



Hs.16727 
HS.2S3873 
Hs.1 12408 
Hs.82120 



ESTs 

'ESTs. WeaiWy fiirnaar to methyl-CpG boK^ 
ESTs 

'Homo sapiens mRNAfbr KIAA1578 protein, pailial cdS* 
ESTs 

-ESTs. Weakly similar to AF208846 1 BM^ [H^plens] 
-gb:EST386776 MAGE lesequences. MAGM Homo sapten 
"ESTs, Weakly similar to non-receptor protein tyrosine kbta 
-gbJ'M04fro343-281299^^8 HT0343 Homo sapiens 
predicted exon 

''9b:RC2-BN01 20-25040041 2-f03 BN01 20 Homo sapiens 

tumor protein p53-binding protein 

ESTs 

predicted exon 
ESTs 

predk:ted exon 



AW974445 Hs.185155 



Hs.49753 
Hs.176376 

Hs.155858 

Hs^56398 
Hs.105749 
Hs.131375 
Hs.241407 

Hs.165372 
H3.142838 
Hs.301529 
Hs.266263 
Hs.153985 
Hs^00938 

Hs.149297 

H3.182625 
Hs.5566 

HS.1712B5 
Hs.139204 



Hs.24809 

Hs.42390 

K3.224189 

Hs.44743 

Hs.268799 

Hs.90488 

Hs.164482 

Hs.84928 

Hs.271856 

Hs.29igi1 

Hs.33565 

Hs,17165 

H3.147482 

HsJ 54168 

Hs.141454 

Hs.279179 

Ha.233462 



8b:U»-HF-BROMr-9-12-04fl^ NIH,MGC_52 Homo sap 

hunfingtin Interacting protein 1 

-ESTs, Moderately similar to ALUI.HUMAN ALU SUBF 

ESTs 

ESTs 

'guanine nucleotide binding protein {G protein), beta polyp 
TRABID protein 

'ESTs, Moderatety simSar to 136022 liypothslical protein [H 
'Homo sapicils cONA FU20099 (is, done COL04544" 
predicted exon 

gb:Homo sapiens full length insert cDNAYQ80A08 
ESTs 

paired mesoderm iKimeo box 1 
•protease inWWtor 3, sWn^eTi\fed tSKAlF)' 
predicted exon 

■gb:QV4-BT0534-281 299-05^ BT0534 Homo sapiens 

ESTs 

ESTs 

SI 00 caldum-binding protein A7 (psorlasin 1) 
■nudear receptor subfamily 4. group A. member T 
predicted exon 

•ESTs, Weakly similar to HuEMAP (H-seplensf 
predicted exon 

'Homo sapiens mRNA for KIAA1 651 protein, partial cds" 
ESTs 

'gb:RCO-ST0174.191099431-a07 ST0174 Homo sapiens c 
ESTs 

gb:yn72d12.r1 Soares adult brain N2b5H655Y Homo sapie 
Homo sapiens mRNA; cDNA DKFZp434a)528 (from don 
KIAA0553 protein 

'ESTs, Weakly similar to ALUB_HUMAN !!!! ALU CLAS 
'serine (or cysteine) proteinase inhibitor, clade B (ovalbumi 
gbxgSlblUI NCI_CGAP_Pf6 Homo safdenscDNA done 
■ESTs. Moderately similar to ALUI.HUMAN ALU SUBF 
'Homo sapiens cDNA: FU23444 fis, ctone HS101343' 
ESTs 

-Homo sapiens CDNAFU141 15 fis. done MAMMA10017 
'solute carrier family 7 (calionic amino add transporter, y-^ 
ESTs 

'gb:RC1-8T03l4^1030(W1W01 BT0314 Homo sapiens c 
ESTs 

gb:oo56a04^1 NG1_CGAP_Uj5 Homo sapiens cDNA don 
VAMP (vestde-assodated membrane protein}^soctated pr 
'gap JuncSon protein, beta 2, 26kD (connexin 26)' 
gb;z362bOZr1 Soares feta! fiver spleen It^FLS Homo sapien 
ESTs 
ESTs 

predicted exon 

•gb:MR1-CT025B-140100-20WlO CT0258 Homo sapiens 
hypothetical protein FU10826 
nasopharyngeal carcinoma susceptibility protdn 
ESTs 

K1AA1435 protein 

ESTs 

ESTs 

"ESTs, Weakly similar to contains simitaiity to TPR domain 

"nuclear transcription factor Y, t>eta* 

"ESTs, Weakly similar to ALU1.HUMAN ALU SUBFAM 

"gb:ng67c08jl NCI_CGAP_Up2 Homo sapiens cDNA do 

ESTs 

ESTs 

regulator of G-protein signaQtng 13 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 
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AI0£T>IQ1 
AIA/491 


Up icnco^ 


4d0ooU 
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AAoiSuOl 


Ue im?*}! 


450375 


AAtX)9o47 


Hs.co50 


414035 


Y00S3U 


Hs.75716 


459084 


HO 1699 


Hs^72B9 


405867 






414093 


6E544887 




447306 


AlJ/JloO 


nS.1 70000 


413083 


BE064528 




404828 






402543 






421988 


AW4504&1 


Hs.161333 


413404 


BE503463 


Hs.297431 


459043 


AI808444 


Ks.20ai13 


404410 






430264 


AM70519 




43U99 


KM_0015U 


Hs.25e561 


412566 


AW962574 





ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

'ESTs. Weakfy sin^ to 1 &7Kd pmteln {Ksaplensr 

ESTs 

ESTs 

TNF receptor-associated factor 5 
predicted exon 

Qb:UI-HF-BNO^ttyW&<Ult Jl NIH.MGC_50 Homo sap 
predicted exofl 

gb;7B03C1 2 Chromosome 7 Fetal Brain cONA Ubrary Horn 

•ESTs. WeaHy similar to NG22 [H.s8friensr 

•flb:ol91d05.y5 Na,CGAPJ(id5 Homo sapiens cDNAclo 

ESTs 

ESTs 

ESTs 

vaninl 

ESTs 

predicted axon 
predicted exon 
ESTs 

hypothetical protein FU20413 

ESTs 

ESTs 

•cytochrome P4S0, subfamily XVII (steroid U-alpha+ydro 
•ESTs, WeaWy similar to gonadotropin inducible transcript 
arachidonale 12-lipoxygenase 
ESTs 

KIAA056Sgene product 
predicted exon 

proline-rich protein with nuctear targeting signal 
predicted exon 

Interieukin 1 receptor antagonist 
Fas binding protein 1 
predicted exon 

■gb:601177324F1NlH_MGC 17 Homo sapiens cDNA don 

ESTs 

ESTs 

gb:2|20f09^1 Scares JeldJlver„spleen_1NFLS_S1 Homo 
•ESTs, Weakly simitar to unnamed protein product [H.saple 
ESTs 
ESTs 

predicted exon 

•gb:PM1-CT0247-151299^05-303 CT0247 Homosapiens 

MAG£-fike2 

ESTs 

predicted exon 

•gb:aa65f05.r1 NCLCGAP GCei Homo sapiens cONA cl 
•Homosapiens cDNA FU13415 lis, clone PLACE1001799 
ribosomal protein I37a 
ESTs 

cAMP responsive element modujabor 
predicted exon 
retinobtastonta^ike 2 (p130) 
ESTs 

predicted exon 
predicted exon 

gb:HSC29G031 normalized infant brain cDNA Homo sapie 

predicted exon 

ESTs 

Homo sapiens mRNA; cONA DKFZp586C1723 (from don 

hypothetical protein PR01855 

"ESTs, Weakly stmlter to AF157318 1 AD-OI 7 protein (H.s 

ESTs 

ESTs 

ESTs 

a dislntegrln and metaDoprotelnase domain 12 (mellrin alph 
'serine (or cysteine) proteinase inhibitor, dade B (ovalbumi 
CX9I-125 protein 
predicted exon 

•flb:601078872F1 N1H„MGCJ2 Homo sapiens cONA clon 
ESTs 

•gb:RC4-BT031 1.2502aM)1 44i06 BT031 1 Homo sapiens 

[dieted exon 

predicted exon 

ESTs 

ESTs 

■ESTs. Weakly simitar to N-WASP [asapiensf 
predicted oxon 

•flbmc7U10^1 Na,CGAPJ>r1 Homo sapiens cDNA don 

general transcription factor tIB 

■gb:EST374647 MAGE resecpjences. MAGG Homo saplen 
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454239 
458163 
446205 
455275 
415579 
423200 
440052 
424717 
420111 
432140 
414904 
409479 
404727 
446011 
456083 
424834 
425071 
426065 
415602 
432839 
416879 
456088 
423175 
424585 
452281 
424323 
426701 
447645 
402974 
436607 
428873 
405454 
431867 
442768 
424085 
435098 
421284 
435711 
405292 
410123 
435435 
417071 
438958 
457405 
413642 
433868 
444461 
427088 
451307 
403831 
402892 
433420 
455759 
411379 
428483 
429208 
447572 
434896 
417616 
411805 
419000 
413488 
400975 
407453 
430757 
417793 
401877 
457122 
410706 
435607 



BE178420 

AA884304 

AW17^2 

AW977e0B 

AA165232 

AA323073 

At633744 

H03754 

AA255652 

AKD00404 

AA157881 

BE163800 

AI623778 

U46922 

AK001432 

NM-013989 

N32049 

F12920 

AA579465 

H98899 

BE177320 

W27595 

AA464B40 

793500 

AA338791 

AI3&B103 

AW897321 



K5,8177 

Ks.131163 

Hs.149479 

Ks.222069 
Ks^9083 
Ks.195648 
Hs.152213 

Ks,272688 
Hs,143056 
Hs.136912 

Hs.145809 
Hs.77252 
Hs.153408 
Hs.154424 

Hs.165575 
Hs.287332 
Hs.42599 
Hs.156148 
Hs.18653 

Hs.28792 
Hs.146763 
Hs.269461 
Hs.159699 



ESTs 
ESTs 
ESTs 

'gb:EST38S810 MAGE resequences, MAGO Homo sapten 

EST8 

ESTs 

ESTs 

"wingless^ MMTV fntagration site Uty, member 5A' 

gb2s21h11jl Na_CGAP.GCB1 Homo sapiens cDNA do 

hypoMcat protein FLJ20397 

ESTs 

ESTs 

predicted exon 
ESTs 

fragile hisSdlne triad gene 

•Homo sapiens cONA FU10570 fis, done NT2RP20031 17 

'delodinase, iodolhyronlne, type tr 

gb:yw96g08.s1 Soares_placenta_8to9weeks JNbHP8lo9W 

ESTs 

ESTs 

ESTs 

"Homo sapiens cDNA: FU23082 fis, done LNG0645r 
ESTs 

gb:zx43h11,r1 Soaras_lotal_fetus,Nb2HF8J9w Homo sajde 
•Homo sapieos cDNA FLJ11041 fis, clone PIACE1004405 



401088 
414501 
419Q83 
421107 
411469 
413249 
430082 
425698 
451686 
453867 
419985 
426650 
424115 



AW561783 


Hs.211061 


AI701609 


Hs.98908 


AA523660 


Hs.1 91727 


AL048534 


Hs.48458 


NM.002914 


H5.139226 


AF174394 


Hs.177461 


U62435 


Hs.103128 


AF226667 


H5.58553 


T16981 


Hs.21963 


T89473 


Hs. 192328 


N58620 


Hs.275133 


H50167 


Hs.33113 


AA5O4660 




BE1 54837 




AA612960 




R53734 


HS.2597B 


AA398085 


Hs.142390 


AW2g3207 


Ks.211516 


AI674093 


Hs.293961 


BE080469 
AI816344 


Hs,12554 


Aig0853g 


Hs.184592 


AA447990 


Hs.190478 


At631546 


Hs.159732 


AW022054 


Hs.136591 


R07728 


Hs.268668 


AW864183 




T79855 


Hs^66S92 


BE144017 


Ks.184693 


AJ132087 




AI458623 




AW405434 


Hs.82575 


AB011094 


Hs.129892 


AI026157 


Hs.33728 


Ar732404 


Hs.66646 


AI033299 


Hs.1 13814 


A1249368 


Hs.98558 


N43991 


Hs.171984 


A1479560 


Hs.96613 


AA283822 


Hs,S5606 


AW848346 




X14767 


Hs.89768 


AW514083 


Hs.190135 


NM_016112 


Hs.159241 


AAD59246 


Hs.110293 


A1929383 


HS.10S196 


H66373 


Hs.15973 


AA382B14 




AA3354g7 


HS.2933&5 



'Homo sapiens cONA FU 12836 tis, done NT2RP2003206 
ESTs 

predicted exon 

ESTs 

ESTs 

predicted exon 
ESTs 

'ESTs, WeaWy sinalar to ALU8.HUMAN ALU SUBFAM 

replication factor C (activator 1] 2 {40kD) 

"Homo sapiens apoptotio-related protein PCAR mRNA, par 

'cholinergic receptor, nicotinic, alpha polypeptide 6* 

CTP synthase li 

predicted exon 

ESTs 

ESTs 

ESTs 

ESTs 

gb:3b03a10.s 1 Stratagene fetal reb'na 937202 Homo sapiens 

"gb:PM141T0345-l21199-001-c08 HT0345 Homo sapiens 

gb:nq38g06^1 NO CGAP.ColO Homo sapiens ctDNA do 

ESTs 

ESTs 

ESTs 

predicted exon 
predicted exon 
ESTs 

-gb:QV1-BT0630-28020(M)86Kl05 BT0630 Homo sapiens 

•ESTs, WeaWy similar ta Nucteosome Assembly Protein 1- 

KiAA0344 gene product 

ESTs 

ESTs 

ESTs 

ESTs 

'gb:PMO-SN0014-26040^002-d02 SN001 4 Homo sapiens 
ESTs 

'transcription elongation factor B (Sill), polypeptide 1 (15k 
predicted exon 

gb:Homo sapiens mRMA for axonemal dynein heavy chEdn { 
'gb:ll(Wg09.x1 NC»_CGAP.Lu24 Homo sapiens cDNA cto 
small midear ribonudeoproteln potypepQda B' 
KIAA0522 protein 

'ESTs, Weakly similar to ALULHUMAN ALU SUBFAM 

ESTs 

ESTs 

ESTs 

predictBd exon 
ESTs 

-Homo sapiens cDNA FU12292 &s. done MAMMA10018 
•ESTs, Weakly simiiar to ZN91_HUMAN ZINC FINGER P 
'gb:IL3Cro214-15020^076f 03 a0214 Homosa^ c 
'gamma-aminobutync ackl (GABA) A receptor, beta 1' 
ESTs 

potycysfic kklney <fisease 2-nka 1 
ESTs 

HSPC037(mitetn 

•ESTs, ^hly slmaar to bA333J1&3 [Ksapiensr 
'gb:EST96097 TesGs I Homo sapiens cONA S end. mRNA 
.ESTs 
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5.4 

S.4 

5.4 

S4 

5.4 

5.4 

S.4 

5.4 

SL4 

5.4 

5.4 

&4 

5.4 

5.4 

5.4 

5.4 

5.4 

5.4 

5.4 

5.4 

5.4 

5.4 

5,3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

6.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

5.3 

S.3 

5.3 

5.3 

5.3 

5,3 

6.3 

5.3 

5.2 

5.2 

5.2 

5.2 

5.2 

5-2 

5,2 

5.2 

5.2 

5^ 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 

5.2 



wo 02/102235 



PCT/US02/19297 



40S576 predictBdexon S.2 

40S5S4 AA07G010 0b:zm89f12j1 Strat^ena ovarian cancer (93721 9} Homo sa 5.2 

454423 AW603385 HS.1796G2 nudeosome assembly protdfl l-Gka 1 5l2 

^ 417173 U51397 Hb.81424 ubiqutMke Usenlita) 5.2 

5 439155 H81076 Hs.269001 ESTs 5.2 

432267 AK000372 Hs.274227 'Homo sapianscONAFUIOOIOfis, done KEMBA1 00030 5.2 

459024 AA020799 Hs.17d825 RAN binding protein 2mke 1 &2 

404088 pradMexon 5.2 

403525 predl^d exon S.2 

10 445882 AI948717 Hs.225155 'ESTs.WeaMysimaartoPSF.HUMANPT^ASSOCtATE 5.2 

448257 AW772070 Hs.253146 ESTs 52 

410500 R09442 gb:yt26c09j1 Soares fetal Bver spleen INRS Homo sapten 5.2 

455084 AA155859 Hs.79708 ESTs 5.2 

410523 BEt43839 •fib:MraWiT01&4-151299^12-d03HT0164 Homo sapiens 5.2 

15 434623 AB023163 Ks,4014 KIAA0946 protein; HunSngtin Interacting protein H 5.2 

454484 AW795196 Hs.215857 ring finger protdn 14 5.2 

402131 pfollctedexon 5.2 

438913 AI380429 H5.172445 ESTs 5.2 

402628 predicted exon 5.1 

20 415973 R24707 Hs.26fl201 ESTs 5.1 

455540 BE054059 'gb:QV3^T02964)10300-111-eO4BT0296 Homo sapiens 5.1 

442750 AI016803 Hs,131096 ESTs 51 

404638 predicted exon SI 

431117 AF003522 Hs.250500 della (Drosophila)-fike 1 5.1 

25 428819 AL135623 Hs.ig3914 KIAA0575 gene product &1 

439519 AA&37118 Hs.118366 ESTs &1 

427335 AA448542 Hs.251677 Gantlgen7B 5.1 

416450 AAia0467 Hs.142558 ESTs 5.1 

^. 440876 AW613524 Hs.279570 ESTs 5.1 

30 414584 BE40958S 'gb.-601301836F1 NIH_MGCJ1 Homo sapiens cDNA don 5.1 

443175 N57863 gb:yv60c02.8l Scares fetalliver spleen 1NFLS Homo sapie 5.1 

408968 A1652236 Hs.49376 hypolhettcal protein FU20644 5.1 

415654 AW968363 *gb:EST380439 MAGE resequences, MAGJ Homo sapiens 5.1 

^. 440559 AW529054 HS.12S976 'ESTs, WeaktysimOartometanoprotease/dislntegrtnibystet 5.1 

35 421236 AI287622 Hs.151956 ESTs 5.1 

416258 N45661 Hs.27S131 ESTs 5.1 

405982 prsdictBd exon 5.1 

406SB9 predidsd exon 5.1 

412458 AW953229 Hs.169142 ESTs 5.1 

40 435693 AI033134 Hs.119887 ESTs 5.1 

449182 AW292381 H5.224150 ESTs 5.1 

403963 predicted exon 5.1 

440830 AI733112 Hs.176101 ESTs 5,1 

415412 F08049 Hs.52132 ESTs 5.1 

45 442832 AW206560 Hs.253569 ESTs 5.1 

445359 A1808725 HS.1477B3 ESTs 5.1 

412088 A1889496 Hs.108932 ESTs 5.1 

428765 A1015953 Hs.125265 ESTs 5.1 

_^ 430163 X66610 Hs.234748 'enoiase alpha, iung-specilic' 5.1 

50 455441 AW945964 -gb:QVO-ETOOQ1-050500-228^ ET0001 Homo sapiens c 5.1 

400304 AF00S082 Hs.113261 'Homo sapiens skiiv-spedfic protein (xp33)mRNA. partial 5.1 

403944 predbledexon 5.1 

457069 BE159191 H3.114318 'ESTs. WeaWy similar to ORFl (Ksapiens]" 5.1 

414125 BE253197 'gb:601116B04F1 NIH MGCJ 6 Homo sapiens d)NA don 5.1 

55 448566 AW291319 Hs.194574 ESTs 5.1 

457948 A1498640 Hs.159354 ESTs 5.1 

438240 N92638 Hs.124004 ESTs 5.1 

404070 predicted exon 5.1 

^ 402709 predicted exon 5.1 

OO 416425 eE077308 "gb:RC1-BTO6OW)6020CW)12-h1 2 BT0608 Homo sapiens 5.0 

407173 T64349 QbYc10d08.6l Stratagene lung (937210) Homo sapiens cON 5.0 

452502 AI904296 •gb:PM^T046-220199-285_1 8T046 Homo sapiens cDNA 6.0 

446657 AI335191 Hs.260702 'ESTs. Moderately similar to ALU7_HUMAN ALU SUBF 5.0 

459124 AW301478 Hs.299178 ESTs 5.0 

65 409940 BE548143 'gb.-601 073 1 09F1 NIH_M6CJ 2 Homo sapiens cONA don 5.0 

443547 AW271273 Hs.23767 'Homo sapiens cDNAFU12666fis, done NT2RM400225 6.0 

447452 6E618258 Hs.102480 ESTs 5.0 

414327 BE40ei45 Hs.165254 'ESTs.Moderatety similar bKAC-1 protein IR.norvegIcusl 5.0 

416155 AI807264 Hs.205442 "ESTs, WeaWy simitar to AF1 17610 1 inner centromere pro 5.0 

70 408081 AW451597 Hs.167409 ESTs 5.0 

426834 AI091533 Hs.135ie7 ESTs 5.0 

433368 AW877277 •flbMR4^TO051-15020(W01-dO3PT0051 Homo sapiens 5.0 

433098 AW190593 Hs.l51143 ESTs 5.0 

439721 W92142 Hs.271963 'ESTs. WeaWysimiiartaALUS.HUMAN ALU SUBFAM 5.0 

75 441818 AI830451 Hs.7976 K1AA0332 protein 5.0 

458804 AL15762S gb:OXF2:p761 L201 6^1 761 (synonyTrchamy2) Homo sa^d 5.0 

411905 BE265067 •gb:601193893Fl NIH_MGC J Homo sapiens cDNA done 5.0 

434248 AA628151 Hs.187783 ESTs 5.0 

_^ 423967 AW296756 Hs.11541 "Homo salens cDNA: FU21 432 fis, done COL042iy 5.0 

oO 456212 N51636 gb.7y87b01 .81 Scares jnuUiplej5deros{s_2NbHUSP Homo 50 

442914 AW188551 Hs59519 "Homo sapiens dJNAFU 14007 fis. done Y79AA1002407 5.0 

436084 AK000185 *gb:Homo sapens cONA FU2017e fis, done COtOgggO* 5.0 

449252 AW594482 Hs.253315 ESTs 5.0 

454653 AW812227 :gb:RC2-ST0173-201099^11-g09ST0173 Homo sapiens c 5.0 
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414S99 


A1815523 


Hs.76530 


443335 


T89697 


Hs.16645 


448419 


ALJ080072 


Hs-21195 


425574 


AA359663 




435174 


AA687378 


Hs.194624 


429548 


AW1 38872 


HS.13S288 


450613 


Ar7Q2055 




400432 


AX015609 


Hs.287757 


421751 


AW813731 


Hs.159153 


405B00 






429430 


A1381837 


Hs.155335 


439518 


W76326 




430884 


AF053748 


Hs.246114 


452741 


BE392914 


Hs.30503 


441001 


AW137017 


Hs.126373 


438490 


AW593272 


Hs.26261 


408170 


AW204516 


Hs.31835 


449104 


R08702 





'symideh, alpha (nonA4conip(ment of smytoidpre^^ SlO 

ESTs 5.0 

Homo saptensmRN^cONADKFZpS64M0616tf(om don 5lO 

*eb:EST6S717 Fetal lung II Homo sapiens cONA 5* end, mH 5.0 

ESTs 5.0 

ESTs 5.0 

-gb±i20g10Jt1 Na.CGAP.Utl Homo sapiens cONA cton 5.0 

Sequence 6 from Patent WOg9502d5 5.0 

ESTs 5.0 

predicted exon 5.0 

ESTs 5.0 

gb2d60d04J-1 Soares_fetal_heaUNbHH19W Homo sa^^n 5.0 

gQa! cell derived neurotrophic factor 5.0 

-Homo sapiens cDNA FU11344 Ss. done PIACE1010870 5.0 

Human ONA sequence from clone RP5-1 1 84F4 on chromos 5.0 

ESTs 5.0 

ESTs 5.0 

gb:yf24c06.r1 Scares fetal Ever spleen INFLS Homo sapien 5.0 



TABLE IB: 

Pkey: Unique Eos prot}eset identifier number 
CAT number: Gene duster nun^ 
Accession: Genbank accession numbers 



Pkey 

407615 

408391 

40B523 

408914 

408987 

409191 

409545' 

409584 

409695 

409856 

409867 

409940 

409982 

410500 

410523 

410536 

410626 

410966 

411004 

411018 

411057 

411178 

411237 

411483 
411489 
411541 
411660 
411693 
411722 
411725 

411748 
411605 
411905 
411940 
412157 
412333 
412402 



412566 
412670 
412740 
412761 
413083 
413101 
413252 
413382 
413425 
413470 
413521 
413544 
413642 
413702 
413854 
414093 
414125 
414195 



CAT Number 

1005404.1 

1055687 1 

1063925 1 

1089828.-1 

109306.1 

1107176 1 

1138823 1 

114165.1 

114876 1 

11565^1 

1156530.1 

1160994.1 

116502^.1 

1206323.1 

1207041.1 

120732?.! 

1212621.-1 

1228071.1 

1228975.1 

1229132^1 

1230493.1 

1234752.1 

1236377.1 

1247172.1 
1247360 1 
1249044.1 
1253078.1 
1254206 1 
1254914.1 
1255047.1 

1256178 1 
1259273.1 
1265181.1 
1266262.1 
1280605.1 
1289037.1 
1292917.1 



1306469.1 

131990.1 

1324538.1 

1325424.1 

1348639.1 

1349154 1 

1355877.1 

1355954.1 

136885.1 

1371600.1 

1374612.1 

1375671.1 

1381386.1 

1383899.1 

1395788.1 

1416417.1 

1419230.1 

1424854.-3 



Accession 

AW7530B5 AW753082 AW054744 AW753107 AW753087 
AW859276 AWB59274 AWl 90959 T9 1 463 
AW833259 AW633273 AW206846 
AW450309 

' H85615 H86300 H86263 H86282 AA059278 H86304 
AW818390AW818237AW858911 AW858g77 BE072544 W26498 
eE296182AW62982l 
AA076010 AA076009 At094314 
AA296961 AA296889 AA076945 AA077528 AA0774g7 
AW502152 H41202 H29772 
AVW02161 AW502587 AW502345 
BE548143AW511659 
BE005639 BE005619 AW516815 

R09442 AW8461 15 AW846108 AW751967 AW846083 AW846087 AW846090 
BE143839 AW752787 AW752795 BE143584 N71805 
N39533 AW753094 AW753093 
BE407727 

AW81 2088 AW81 21 05 AW81 2082 

AW813242 BE14608g AWB13195 AW813173 AWai3206 BE145953 BE146212 AW8131 96 AW854582 AWei3241 BE061582 

AW813428 AW81 3444 AW613367 AW813358 AW81 3429 AW81 3424 

AW8150g8BE154843BE154831 

AW620852AW820773AW821088 

AW833676 AW833814 AW833798 AW833677 AW833449 AW833630 AW833626 AW833444 AW833365 AW833791 AW833659 AW833432 

AW633534 AW833556 AW833553 

AWB481 1 5 AW8481 27 AW887028 AW8871 1 7 

AW84834& AW84S760 AW848340 AW84881 8 AW84g043 AWd49051 

W03940T98335AW850705 

AW8S5718 AW855740 AW855748 

AW857271 AW857308 AW8S7296AW857258 

AW875942AW858234AW875938AW875941 AW858235 AW87S958 

AW858396 AW858505 AW856476 AW86197 1 AW858556 AW661908 AW858514 AW858601 AW861909 AW858434 AW856400 AW858405 
AW858393 

AW85g920 BE079562 AWg97112 
AW664183 AW864181 AW864135AW664198 
6E265067 BE264978 AW875420 

AW876686 AW876717 AW877215 AW875691 AW876722 AW87721 8 AW876694 AW876725 
AW897230 AW897252 AW897244 AW897231 AW897263 
AW937485 AW937589 AW937658 AW937554 AW937492 

AW984788 AW984816 AW98481 1 AW984807 AW984819 AW984790 AW984782 AW984784 AW984780 AW984814 AW984795 AW984793 

AWg84789 AW9d4a23 AW948021 AW984802 AW984800 AWg84799 AW98482S AW9847g2 AW984821 AW984820 AWg84808 AWg84809 

AW984812 AW984801 AW984813AW984778AW984804AW984798AW948017AW984827 

AW962574 BE073261 

AA115456 AW9781 17 AAB14593 

AW9g3964 AWg94001 AW994002 

AW995092 AW995095 AW995103 

BE064528BE064589BE064561 

BE065215BE155544BE155541 BE155540 BE 155542 BE 155543 

BE074910 BE074913 BE07491 1 BE074903 BE074892 BE074935 

6E090689 BE090685 6E090697 BE090680 BEOS0691 BE090696 BE09Q6g8 BE0906&6 

F20956AA129374AA133740AW819878 

N20934B£141875BE14ia77 

6E145814 BE145830 6E145884 BE145623 BE145905 BE145863 BE145833 BE145889 8E145834 
BE14722SBE1472056E147234 

BE154837 BE154879 BE154850 BE154877 BE154835 BE154849 BE154902 BE154905 BE154867 BE154901 BE154904 BE154899 

BE1703136E158339BE156290 

BE1755a2BE175514BE175505BE175591 BE175530 

BE544867BE247720 

BE253197 BE259456 6E254462 

BE263233. 

100 



wo 02/102235 



PCTAJS02/19297 



4U210 


1426051.1 


BE383592BE261671 


414266 


1430384J 


BE267834 BE514160 BE514096 


414315 


143512_1 


Z24876 AA494098 F13654 AA494040 AA143127 


414539 


1460320J 


BE379046BE395459 


414540 


1450324.-1 


BE37S050 


414534 


14640ra..1 


BE409585 


414605 


1465790.-1 


BE390440 


414606 


1455801.1 


BE387771 BE387954 BE389705 


414608 


1492624.1 


TS5945 RS8276BE539541 


414954 


1509857.1 


D81402 C15494 061078 D61313 DB0399 D81S20 


414995 


1511736.1 


CI 8200 078681 T82025 


415613 


1540502.1 


R20233 F12901 T74740 


415S54 


154135.1 


AW966363 M465492 R34539 AA1&541 1 


415715 


1548818.1 


F303&4F36559T15435 


415747 


1551 89_1 


AA381 209 AA381 245 AA167683 


416151 


1573926.1 


T26661 Z44135 H23016 


416168 


1574545.1 


H23687 H46460 H40239 


416425 


159388J 


BE077308 AL043350 AW962170 AA180251 AA325287 


416441 


159480J 


BE407ig7 Ml 82474 AA180369 BE275628 BE276131 


416548 


1600181.1 


H62953 N76608 N72413 


416665 


1607797.1 


H72974 W28967 


416913 


163001J 


AW934714 BE161007 BE162500 AW749902 AW749884 BE162498 BE161005 AAig0449 AW513465 BE151006 88162499 


417344 


166827.1 


AW9g7313AA195805 


417549 


168700.1 


AA203851 R89136 


417611 


168900J 


AW993g83 AW994796 AW993990 AW993999 AW993989 AA204755 


417682 


1652759.1 


W69561 R08466 R87183 


418636 


17740Z.1 


AW749B55 AA225995 AW750208 AW750206 


418709 


178363.1 


AA227394 AA541866 AW750732 


419753 


187763.1 


N42531 W25700AA249574AA569553 


419936 


189181.1 


AI792788 BE142230 AA2S20ig 


420111 


190755.1 


AA255652 AA28091 1 AW967920 AA2626B4 


422949 


223184.1 


AA31943S N564S6 AA319377 AW981532 T48452 AA894424 


423735 


231498.1 


AA330259 AA661806 AA502431 AW974633 AA649496 


423756 


231725.1 


AA8281 25 AA834883 AA3305S5 


423843 


232510.1 


AA332652 AA331633 AW999369 AW902993 BE170475 AA378845 AW964175 A1475221 


424101 


235398.1 


AA335394 AA335535 AA335244 AW96614a 


424324 


238127.1 


AA346316 BE1 60193 AA338802AW954636 


424585 


241151.1 


AA464840AA343628 


424872 


244505.1 


AA347923 AA347928 AW961769 


425090 


246549.1 


AA350552 R21667 AW9S3258 


425574 


253317.1 


AA359G63 AA359654 AWg63124 


425512 


253969.1 


BE004257 AW811190 AA360576 BE172402 BE181703 


426065 


260276.1 


N32049R34821 R78237 


426130 


261414.1 


AA853282 BE255688 AA3704d1 


425544 


268987.1 


AA492325 AA503675 AA381 181 


426650 


270283.1 


AA382814 AA402411 AA41235S 


429163 


300543.1 


AAB84766 AW974271 AA592975 AA44731 2 


430264 


315008.1 


AA470519 BE303010 BE302954 BE384120 


430757 


322947.1 


A1458623 AA639708 AA485409 R22065 AA485570 


431071 


327550.1 


AA491379 H86020 AW9S9148 


431688 


336609.1 


AA513906 AA847734 A1357044 


431822 


33808^1 


AA516049 AW004922 


432189 


342819.1 


AA527941 AI810608 AI620190 AA635266 


432340 


345248.1 


AA534222AA632632TB1234 


432363 


345469.1 


AA534489 AW970240 AW970323 


432966 


356839.1 


AA6501 14 AW974148 AA572946 


433368 


364276.1 


AW877277AW811294 


433449 


366532.1 


AW772282AA592974 


433868 


375629.1 


AA612960AI934769T12348 


434098 


380006.1 


AA62&439 AA625269 AA625164 


434374 


384889.1 


AA631439 AI08&35S AI082577 


434804 


393481.1 


AA649530 AA659316 H64973 


434950 


396061.1 


AW974892AA654375 


435478 


406583.1 


AA682622 BE1 41696 


436084 


41437.1 


AK000185AW841262 


436532 


42180^1 


AA721522 AW975443 T93070 


436843 


427748.1 


AAa24588 AA732269 AW977146 


437096 


433005.1 


AA744406 AA745347 AA745535 


437146 


43371.1 


AA730977 AI2615S4 AA334473 Z43283 AW875661 AW938044 8E150701 AW936262 AA306d62 BE565575 BE567380 AA728920 AA167612 
AI239729AI251752AA485791 BE568425 AW962%8 


437152 


43386.1 


ALJ050027BE089051 


437229 


434947 1 


AW976005 AW419264 AA747275 AA810377 


439031 


46798.1 


AF075079 H46601 H48795 


439152 


46920 1 


H65014 AF086007 H650t5 


43S518 


47334 1 


W75326AF086341W72300 


440051 


48426.2 


6E55g980 BE397203 BE268207 BE559764 BE267725 BE513654 BE267742 BE2662ig BE267665 BE561355 


441194 


51193.1 


6E2745ei BE275382AA7035156E166690 


441369 


515636.1 


AA331S35AI458601Z44913 


442257 


53699.1 


AW503831 AW503317 SE565665 


443161 


561305.1 


At038316AI344631AI261653 


443175 


561882.1 


N57863 AI038952 W90167 N64103 


443196 


562655.1 


A1039813 AI584642 Z40121 AI951414 BE50104g 


443534 


572957.1 


AI076123At244834AI69S239 


443613 


575391.1 


AI079356W23287 
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443657 


576685.1 


R14973R14g57AI081006 


443747 


57918J 


AV&46352 AV552121 AV6S2008 


443860 


583216.1 


AWB68832 Alt»9351 061942 


445132 


63111.1 


Z44811 R13709AV652749AW814906AA084O16 


445153 


631644.1 


AI214671 Z45244 H24136 R25934 


445232 


633433.1 


BE294357N36568AI217006 


446171 


664826.1 


A1374927AJ278380AI301383 


447252 


714160.1 


R90916 A1120Q23 R184^ Z42095 AI369730 Rg0824 


446515 


766241.1 


AWB9S595 AVm8588 AW698590 AWB98663 AW898592 AI525093 


449104 


798149.1 


R08702 R09864AI630313 


450613 


840016.1 


AI702055RSg204 R86260 


452077 


897051.1 


BE144949 BE144991 BEI 44990 AI832 199 


452502 


919733.1 


AI904298BE007223R30687 


452507 


919998.1 


A1904646 BE179494 BE179421 


452542 


921410 1 


AW812256 AW812257 A1906423 A1906422 


452563 


922265J 


AI907552 C03707 C02870 


452947 


939810.1 


AW130413At932362 


453509 


969632.1 


AL040021 AL040037 


453845 


983027.-1 


All 57568 


454182 


1049569.1 


AW177335 AW177352 AW177340 AW177378 AW1 77339 AW1 77388 AW177393 


454377 


114761.1 


AA(y76B1l AW814764 


454389 


115682.1 


AW752S71 AW847602AA077979 


454455 


1206965.1 


AW752710 BE180336 BE180186 


454505 


1219564.1 


AW801365 AW801435 AW801372 


454556 


1223878.1 


AW807073 AW807055 4W807067 AW807276 AW807030 AW807363 AW845892 AW807091 AW807275 AW807284 AW807287 AW845891 
AW807195AW807271 


454574 


1225636J 


AW809109 AW8091 12 AW809122 AW809126 AW809128 AWB09133 AW809131 AW809113 AW8091 1 1 AWB09132 


454597 


1226059J 


AW809648 AW809704 AW809643 AW809653 AW809709 AW809949 AW809939 AW810010 AW809705 AW809950 AW809822 AW809667 






AW810093 AW810076 AW809673 AW810349 AW809895 


454533 


1227504.1 


AW811380AW81138S 


454553 


1228081J 


AW812227 AW81 2294 AW812092 


454590 


1229106.1 


AW854639 AW854719 AW85471 8 8E145880 AW854692 BE145B66 AW8 1 61 54 AW854698 AW854654 AW81 3335 AW854699 


454707 


1230250J 


AW814989AW814852AW814808 


454822 


1236369_1 


AW833793 AW833799 AW833346 AW833371 AW833795 AW833562 AW833667 AW833377 


454874 


1238494J 


AW835407 BE175600 8E175579 


454913 


1242238.1 


AW841462 BE156657 BE156668 BE092475 


454934 


1245577.1 


AW84608O AW846074 AW846118 AWe46130 


454963 


1246752_1 


AW847647 AW&47659 AW847656 AW847653 AW847717 AW847788 


455013 


1248899J 


BE073250 BE073378 BE073379 AW850S33 AW850529 


455092 


1252971.1 


BE152428AW855572AW855607 


455110 


1253955,1 


BEI 54505 BE154462 BE 154454 BE154460 BE154489 BEI 54496 AW856909 SE1 54497 BE154565 BEI 54572 BE154500 BE154472 


455121 


1254339.1 


BE156459 BE156469 BE 1 56468 AW857447 


455152 


1255227.1 


AW858621 AW937120 


455203 


1259973.1 


AW865450 AW865119AW865452AW865461 AW865325 AW865114 AW865116 AW865321 AW865590 AW865390 


455275 


1272255J 


AW977806 AW887923 AW886321 


455435 


1290546.1 


AW939445 AW939465 AW939604 AW939531 AW939530 AW939993 


455441 


1291505.1 


AW945964 AW946020 AW946034 AW946027 AW946041 AW946044 AW946033 AW946024 AW946021 AW946029 AW945015 AW946016 






AW946039 AW946045 AW946026 AW946036 


455592 


1335196.1 


BE006002 BE007g97 BE007g98 BE008QOO 


455640 


1348141.1 


BE064059 BE063903 BE063838 BE063863 BE064056 BE063974 BE063904 8E063898 BE0638g& BE063gO6 BE0639BO 


455662 


1349206_1 


BE065387 BE085310 BE065391 


455713 


1352512.1 


BE069891 BEI 58893 BE06g898 BEI 56900 


455759 


1359316.1 


BE080469 BE0B0474 BE080477 BE080546 BEQe0545 


4558S1 


1375451J 


BE146879 BE146914 BE146918 


455853 


1375671.1 


BE147225 BE147205 BE147234 


455879 


1380017.1 


BE1S3275 BEI 531 89 BE153329 BE153022 BE153030 BE152974 


455993 


1398665.1 


BE179085 BE179084 BE17S086 BEI 79254 


456072 


1470256_1 


H54381 H54463BE393262 


456101 


151654.1 


AA159478 AW901089 AA1 60437 AW593155 


456212 


1655565J 


N51636 T51874T51829 


456309 


177026.1 


AA225423 AA225369 BE144153 AW801549 


456714 


221500.1 


AW897265 AW897274 AL1 19504 AW897275 AW897270 AW89731 2 AW89731 8 AW897317 AA317240 AW961 361 T06241 AA326794 






AL138130 AW407975 AW999277 


457405 


333127.1 


AA504860 AA504911 


457620 


371514.1 


AAS02711 BE078290 


457727 


393566.1 


AW974687 AA649656 AA552145 


457868 


426095.1 


AW975133 AA729943 AA805813 


458154 


491768.1 


AW816379 AA888282 AA879046 AA&7gi95 


458804 


75803.1 


AL157625N72696BE622492 


458829 


773443.1 


AI557388 BE158936 


458841 


784186.1 


W28965W28971 


459160 


920051.1 


AI904723 Aig04725 AI904729 At904722 AI904758 AI904736 


459170 


920646.1 


A1905518 AI90551 6 At905457 At90S515 AW1 76013 AW1 76037 


459186 


922888.1 


A)908287 BE064074 BE068820 BE068823 8E068822 8E066826 



TABLE IC 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit nunibers in this column are Genbank Iden&fier (GO numbers. "Dunham L et aL' refers to the publication entilled The DNA sequence of 

human chromosoma 22* Dunham, el at f 19991 Nature 402:489495 
Strand: Indteates DNA strand from which exons were predictad 
Ntjusilton: Uuficates mdeotide positkuis of predicted exons 
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Pkey 


Ref 


Strand 


NLposIQon 


400584 


9887612 


Minus 


18338-18573 


400593 


3887642 


Minus 


25013-25127' 


400612 


9929646 


Minus 


151513-151662 


400613 


3864507 


Plus 


92278-92472 


400623 


7228177 


Plus 


74195-74335,74653.74827 


400709 


7249204 


Plus 


153075-154680 


400749 


7331445 


Minus 


9162-9233 


400842 


1927148 


Plus 


90462-90673 


400925 


7651921 


Plus 


381833391.4390044086 


400984 


7139719 


Minus 


155282-155403 


400968 


7923967 


Plus 


19938-20043 


400975 


7139779 


Minus 


108473-108847 


400983 


8081196 


Plus 


107903-108832 


401032 


8117525 


Minus 


68451-68555 


401050 


8117626 


Minus 


78449-79425 


401088 


8492704 


Plus 


194659-195179 


401129 


8699792 


Mnus 


62022-62242,62325-62451,62543^2710,63072-63167 


401200 


9743387 


Afinus 


111586-111808,114791-114916,11541d-115583,116351-116446,116847-116907.122853-123067.124982-12M^^ 


401213 


9858408 


Plus 


98243-98380,98489-98619 


401230 


9929527 


Minus 


33835-34006,34539-34592.3&461-36745,48925-49098,52604.5Z758 


401245 


4827300 


Minus 


59373-59531 


401260 


8076883 


Minus 


86008^6355 


401269 


8954206 


Pius 


2259-2591 " 


401263 


9800093 


Minus 


4725647456^ 


401497 


7381770 


Pius 


92607-92813 


401508 


7534110 


Minus 


110779-110983 


401521 


7705251 


Plus 


9127-9234 


401530 


7770649 


Plus 


4146842406 


401575 


7229804 


Minus 


76253-76364 


401604 


7689963 


Minus 


119835-120185 


401780 


7249190 


Minus 


28397-28617.28920.29045.29135-29296^9411-29567,29705-29787,30224-30573 


401781 


7249190 


Minus 


83215-83435,83531^856.83740^3901,84237.64393,84955-85037,86290-86814 


401793 


7263888 


Minus 


102945.103083 


401809 


7342191 


Minus 


107548-108298 


401862 


7770606 


Minus 


55839-55993,59145-59293 


401681 


8122429 


Minus 


148470.148651,153418'153618,154282.154438 


402018 


7528100 


Plus 


168728-168859 


402046 


8072415 


Plus 


166394-166556.168167-168395 


402050 


8076908 


Minus 


130105-130227 


402071 


8117361 


Plus 


85924-86039 


402075 


8117407 


Plus 


121907-122035,122804.122921,124019.124161.124455-124610,125672-126076 


402131 


7704961 


Minus 


33114^209,33496-33678 


402203 


8576119 


Minus 


8124-8285 


402222 


9953106 


Plus 


3261-3834.39394269 


402296 


6598824 


Plus 


22587-23723 


402298 


6598824 


Plus 


3675W7953 


402421 


9795341 


Minus 


4660946662,4675846811.8629^6346,89776-89629,90048-90101,102817-102924 


402425 


9796347 


Minus 


50224^0335 


402481 


9797406 


Pius 


87891-88991 


402529 


7630937 


Minus 


165-917 


402543 


9838066 


Minus 


89584-90893 


402576 


7230225 


Minus 


1867-2247 


402578 


9884928 


Phis 


66350^96 


402628 


9931216 


Plus 


31753-31966 


402631 


9931231 


Minus 


115658-116580 


402639 


9958129 


Minus 


20167-22383 


402654 


8077024 


Plus 


70318-70846 


402709 


8901246 


Minus 


56847-57055 


402738 


7331557 


Minus 


872M859 


402745 


9212200 


Minus 


7651&-76630 


402790 


4835258 


Minus 


147744-147861 


402794 


6136940 


Minus 


131034-131794 


402S00 


5010175 


Phis 


43921-44049,4618146273 


402859 


9588237 


Minus 


69821-75323 


402892 


8086844 


Minus 


194384-194645 


402974 


9863349 


Plus 


124035-124321 


403041 


3171152 


Plus 


70527-71019 


403065 


8954197 


Minus 


71615-71773,73930-74144 


403033 


8954241 


Plus 


163070-163351 


403089 


8954241 


Plus 


171964-172239 


403093 


8954241 


Plus 


in083-177373.177464-177751 


403177 


3838213 


Minus 


142560-142726 


403273 


8018055 


Rus 


133809-134099 


403334 


8568877, 


Minus 


137205-137350 


403350 


8569775 


Minus 


135374-135523 


403356 


8569930 


Plus 


92839-93036 


403403 


9438460 


Plus 


21240-21399 


403525 


■7960440 


Rus 


15243M53243 


403568 


8101145 


Minus 


85509-65658 


403647 


8699343 


Minus 


35849^204 


403587 


7387384 


Rus 


9009-9534 


403691 


7387384 


Minus 


88280^3 


403898 


4263532 


Rus 


.10464-10907 
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403741 


7630332 


Minus 


283^^ 


403747 


7658395 


Minus 


20493-20821 


403786 


8083636 


Minus 


73029-73217 


403B31 


7249249 


Minus 


6146B-61575 


403891 


7331467 


Minus 


191508-193220 


403944 


7711854 


Minus 


129213-129415 


403963 


8568150 


Phis 


143466-1 49655 


404070 


2996642 


Plus 


7210.7414.10043-10195 


4040B8 


9958257 


Plus 


164131-184295 


404097 


7770701 


Plus 


55512-55781 


404166 


7596822 


Plus 


86147-^8509 


404270 


9828129 


^Gnus 


364M750,4161-4305.5g52-6049.684W955 


404340 


7630856 


Plus 


10898-11506 


404410 


7342122 


Plus 


49052-49176.56177^273.59384.59488 


404599 


8705107 


Plus 


11044^110733 


404638 


9796751 


Minus 


99433-99528,100035-100161 


404664 


9797142 


Minus 


104257-105215 


404727 


8081050 


Plus 


115534-115747 


404767 


7882827 


Minus 


23244-23759 


404828 


6580415 


^finus 


2S291-27253 


404849 


7706886 


Plus 


144843-144964.149846-150121 


404893 


6850447 


Plus 


65083-65223 


404898 


7331420 


Minus 


177015-177328 


404952 


7382669 


Minus 


136326-136618 


404972 


3213020 


Plus 


4871M9524u, 


404992 


4662677 


Minus 


106104-106199.111669-111781 


405071 


7708797 


Minus 


11115-11552 


405138 


8576241 


Plus 


90303-90516 


405196 


7230083 


Minus 


135716-135851 


405227 


6731245 


Minus 


22550-22802 


405277 


3980473 


Plus 


23471-23572 


405285 


6139075 


Minus 


55744-55903,57080-57170.61478-61560 


405292 


3845420 


Plus 


33227-33442 


405336 


6094635 


Plus 


33267-33563 


405362 


2337862 


Minus 


105008-105142.105980-106091.140445.140556.142519-142641 


405382 


6552767 


Plus 


31923-32311 


405454 


7656675 


Plus 


133807-134053 


405465 


7767904 


Plus 


8935.9073.12242-12367,13364-13508.14955-15493 


405472 


8439781 


Plus 


106297-106447,108462-108596 


405547 


1054740 


Phis 


124361-124520.124914-125050 


405576 


4003382 


Plus 


84000-85009 


405621 


5523811 


Plus 


59362-59607 


405638 


5123990 


Plus 


56384-56587 


405675 


4557087 


Plus 


70304-70630 


405708 


4156182 


Plus 


55030-55604 


405771 


7018349 


Plus 


91191-91254,91510-91589 


405783 


5738434 


Minus 


27238-27885 


405793 


1405887 


Minus 


89197-89453 


405800 


2791346 


Pius 


19271-19813 


405810 


4938307 


Minus 


64543-64966 


405848 


7651809 


Minus 


28135-28244 


405851 


6164995 


Minus 


26407-27151 


405867 


6758731 


Minus 


74553-75173 


405896 


6750795 


Plus 


57311-57874 


405904 


7705118 


Minus 


16375-16584 


405917 


7712162 


Minus 


106829-107213 


405982 


8247790 


Minus 


3602ft.36408 


406030 


8312328 


Minus 


■ 96123-96547 


406053 


6758997 


Phjs 


30921-31532 


406057 


6691254 


Minus 


20830-21222 


406149 


7144791 


Minus 


44464-45164 


406163 


7158901 


PUjs 


6669(^6635 


406277 


5686030 


Mnus 


4759-5490 


406322 


9212102 


Nfinus 


130230-130418 


406349 


9256007 


Minus 


21251-21526 


408504 


7711360 


Minus 


107068-107277 


406544 


7711508 


Plus 


4657646757 


406589 


8224211 


Plus 


38806-38989 


406592 


4567182 


f^us 


352560.352963 



TABLE 2A Ssts about 187 genes ufKegutated In ovarian cancer compared to nofmal adult tissues that are likely b be extracellular or celt-surface proteins. These were selected 
as for Table 1 A, except that the raOo was (peater than or equal to Z5. and the predicted ptoteln contained a PFAM domain that Is indicaOve of extraceDular localization (e.9., ig, 
fh3, egf, 7tm domains). 

TABI^ 2A: ABOUT 187 UP-REGULATED OVARIAN CANCER GENES ENCODING EXTRACELLULAR/CELL SURFACE PROTBNS 

Pkey: Primekey 

Ex.Accn: Exemplar Accession 

UGID: UniGenelD 

Title: Unigene Title 

PFAMdomains 

ratio: tumor vs. nomtal tissues 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



PIcay 


Ex. AccnNo. 


UGIO 


rdia 


PFAM domain 


raQo 


423017 


AW17e761 


Hs.227948 


seflns (or cystine] protease intibito 


serj^n 


63.6 


431938 


AA938471 


Hs.115242 


devetopmenlaDy regulated GTP-bindl 


SCP 


32.0 


425650 


NM.001944 


Hs.1925 


dssmogletn 3 (per^phlgus vulgaris ant 


cadherln 


30.0 


41B934 


AA296520 


H5.89S46 


selec&n E (enMellal adhesbn molec 


EGF;tectin_c;sushi 


24.5 


452947 


AW130413 




gbjcf50f04j(1 HO CGAP.G3s4 Horn 


alpha-amylase 


15.8 


418092 


R45t54 


H5.108604 


ESTs 


pkinaseAiGvkuecp 


15.1 


431725 


X65724 


Hs.2839 


Noirie disease [pseudogDoma) 


Cysjtnot 


12.6 


422330 


030783 


HS.1152&3 


epireguGn 


EGF 


12,5 


446745 


AWU6169 


Hs.156400 


ESTs 


vwa 


11.1 


416319 


AiSISSOl 


Hs.79197 


C083 anttgen (activated B lymphocyt 


)g 


10.8 


432408 


N39127 


Hs.75391 


(nyxovinis Onfluenza) resistance 1. ho 


ton„trans:K.talra 


10.6 


405285 






predicted exon 


A2M;A2M.N 


10.5 


405638 






predicted exon 


EGFWLfecepLa;ldLrecepLb 


9.8 


403093 






predicted exon 


fn3 


9.6 


446740 


A)611635 


Hs.192605 


ESTs 


RYORJTPR 


9.2 


405547 






predicted exon 


ABC_tran;ABC_membrane 


as 


412333 


AW937485 




0b:QV3^T0044-2212g9W^ DT 


Tlnul 


8.4 


404270 






predicted exon 


SCP 


8.1 


402745 






predicted exon 


EGF,1dI_recepLb;thyrogIobuIin_l 


8.1 


452755 


AW138937 


Hs^l3435 


ESTs 


cystatin 


6.0 


421459 


A1821539 


Hs.97249 


ESTs 


disintegrin;Reproty5in 


7.9 


416151 


T26&61 




gbAB65C7R Infant brain. IINL arra 


lamIntn_G;EGF 


7.8 


446232 


AI281648 


Hs.165547 


ESTs 


7tnL3 


7.6 


431009 


e£149762 


Hs.248213 


gap junctlorij}rotein« beta 6 (oonnexin 


connexin 


7.2 


424634 


NM_003613 


Hs.151407 


carHIage Intermediate layer protein, n 


ig:lsp_1 


7.1 


400749 






predicted exon 


fn3;ldl_recepLa;ldljecepLb 


6.8 


419054 


N40340 


Hs.191510 


ESTs. Wealdy similar to 0RF2 [Mm 


tg:SPRY 


as 


459170 


A1905518 




gb:RC-BT091.210199^98 BT091 Ho 


ABC_tran;ABC_membrane 


6.6 


416441 


BE407197 




gb:601301552F1 NIH.MGC.21 Horn 


SDF 


6.4 


410564 


N^^006033 


Hs.65370 


npase, endothelial 


RibosomaLL22 


6,4 


402425 






predicted exon 


ion_lrans 


6.3 


415451 


HI 9415 


Hs.268720 


ESTs, Moderately simBar to ALU1J1 


Ephrtn 


6.0 


403083 






predicted exon 


fh3 


5.9 


448995 


AI613276 


Hs.5662 


guanine nucleotide binding protein (G 


SDF 


5.9 


418345 


AJ001696 


Hs.241407 


serine (or cysteine) proteinase Inhfblto 


serpin 


5.8 


424966 


AU077312 


Hs.153985 


solute carrier family 7 (calionic amino 


aaj)ermeases 


5.8 


431211 


M86849 


Hs.5566 


gap junction protein, beta 2, 26ld) (co 


connexin 


5.7 


430563 


AA481269 


Hs.178381 


ESTs 


AaC_tran*.ABC_membrane 


5.6 


450152 


A1136635 


Hs.22968 


ESTs 


Igipkinasa 


5.6 


418844 


M62982 


Hs.1200 


arachtdonate 12mpoxygenase 


ilpoxygenase;PLAT 


5.6 


403089 






predicted exon 


fn3 


5.6 


403687 






predicted exon 


tsp_1;ReproIysln 


5,6 


403691 






predicted exon 


lsp_1;ReprQlysin 


5.5 


414035 


Y00630 


Hs.75716 


senne (or cysteine) proteinase Inhibito 


serpin 


5.4 


421284 


U62435 


Hs.103128 


cholinergic receptor, nicotinic, alpha p 


neurjchan 


5.3 


435435 


TB9473 


Hs.192328 


ESTs 


Hp3se;PLAT 


5.3 


457122 


AI026157 


Hs.33728 


ESTs. WeaWy similar to ALU1_HUM 


fipoxygenase:PiAT 


5.2 


419249 


X14767 


H5.89768 


gamma-amlnobutyrtc acid (GABA) A 


neurjchan 


5.2 


425698 


NM_016112 


Hs.159241 


polycystic kidney disease 2-IDce 1 


ton_trans 


5.2 


431117 


AF003522 


Hs.250500 


delta (Drosophila)-Iilce 1 


EGF;DSL 


5.1 


457948 


Al4g8640 


Hs.159354 


ESTs 


G-alpha;8(f 


5.1 


435174 


AA687378 


Hs.194624 


ESTs 


SPI?Y 


5.0 


408170 


AW204516 


Hs.31835 


ESTs 


arf;ras 


5.0 


434351 


AW974991 


Hs.191852 


ESTs, WeaWy sim0ar to ALU1 JIUM 


Erf;ras 


4.9 


430708 


U78308 


Hs.278485 


olfactory receptor, family 1. subfamily 


7tnLl 


4.8 


422597 


BE245909 


Hs.1 18634 


ATP-binding cassette, sub-famDy B (M 


ABC.lran;ABCjnembr3ne 


4.8 


405545 






predicted exon 


A8C_tranABC_membrane 


4.8 


426471 


M22440 


Hs.170009 


transfarming growth factor, alpha 


EGF 


4.7 


409632 


W74001 


Hs.55279 


serine (or cysteine) proteinase Inhibito 


serpin 


4.7 


420206 


M91463 


Hs.95958 


solute cam'er family 2 (facSltated glue 


sugar.tr 


4.6 


415138 


CI 8356 


Hs.78045 


tissue factor pathway inhibitor 2 


Kunit^BPn;G^amma 


4.6 


424402 


M63108 


Hs.1769 


luteinizing hormone/chodogonadotrop 


7(nx.1 


4.5 


436460 


AJ271643 


Hs,87469 


putaSve add-senslng ion channel 


ASC 


4.5 


430226 


8E245562 


Ks.2551 


adrenergic beta-2-, receptor, surface 


7tm-l 


4.4 


436126 


AW449757 


Hs.163036 


ESTs 


SNF 


4.4 


406812 


AF000575 


Hs.67846 


leukocyte ImmunoglobuSn-Gke recep 


ig 


4.4 


409385 


AA071267 




gbzm61g01.r) Stratagsne fibroblast ( 


TIMP 


4.3 


449184 


AW^6295 


Hs.196491 


ESTs 


TNFf^cB 


4.3 


410555 


U92649 


Hs.64311 


a dislntegrin and metaltoprotelnase do 


disintegrtn; Reprolysln 


4.3 


422389 


AF240635 


Hs.1 15897 


protocadherin 12 k 


cadhertn 


4.3 


405281 






predicted exon 


A2M;A2M.N 


4.3 


413546 


BE147555 


HS.2B8541 


Homo sapiens mRNA for K1AA1558 


EGF;taIL,recepLa;ldLreceptJ) 


4.3 


449535 


W15267 


Hs^672 


bw density Ilpoprot^n receptor*relate 


IdtjecepLa^GF^dljecepLb 


4,3 


425864 


U56420 


Hs.159903 


olfactory receptor, family 5, subfamBy 


7tnLl 


4.3 


410611 


AW954134 


Hs.20924 


K1AA162B protein 


Peptidase_S9 


4.2 


430686 


NM_001942 


Hs.2633 


desmogfeini 


cadheriniCadherin.C.term 


4.1 


418893 


An50878 ■ 


HS.&7409 


ttuombospondin 1 


vwc;TSPN 


4.0 


445924 


A1264571 


HS.1S4166 


ESTs 


sugar.tr 


3.9 


457148 


AF09103S 


HS.1846Z7 


KIAAOIISpnM 


Eftras 


3.9 


428568 


AO004755 


Hs.184922 


one cut doma^ fan% merrto 3 


E1-E2JVTPase 


3.9 


412170 


D16532 


H3.73729 


very tow density Gpoproleln receptor 


EGF.1dl_recepLa;Wi_recepLb 


3.8 


442566 


R37337 


Hs.12111 


ESTs 


8nk;dealh:RHD:TIG 


3.8 


403753 






predictsd exon 


7tnLl 


3.8 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



403074 






predlt^d sxon 


tfi3 


3.8 


413605 


8E152644 




Qb:CM1-HTO329-25O200-128^ HT 


atpha-amylase 


3-8 


442295 


AI827248 


Hs.22439a 


Hamosa(»ens cDNAFLJ11469fis.c 


Coaagen.-COU=l 


3.7 


403661 






predlctBd exon 


7trru3;ANF„rBceptDr 


3.7 


407305 


M715284 




gbnw35ro3.r1 Na_CGAP.Bi5 Horn 


pkbi35e;Sem3;Plexlnjepeat;T1G 


3-7 


457353 


X65633 


Hs.248144 


melanocorfin 2 receptor (adrenooortk: 


7tm_1 


3.7 


431176 


A1026S34 


Hs-293662 


ESTs 


lan^nlti_EGFM»inin_B 


3.6 


436233 


AI742878 


Ks.124116 


ESTs 


IB 


3.6 


431808 


M30703 


Hs.270833 


amphireguSn (schwannama-dertved g 


EGF 


3.6 


445738 


NM_012421 


Hs.13321 


rearranged L-myc fusion sequence 


zf-C^ 


3.6 


400380 


NM-018485 


H5.283079 


G proteliKOUpled receptor C5L2 


7tnLl 


3.6 


453893 


NM_OO0B35 


Hs.36451 


ghitamata receptor, ionotropic N^t 


Sgjchan 


3.5 


409402 


AF206234 


Hs.695 


cystaCn B (stetin B) 


cystathi 


3.5 


421166 


AA305407 


H5.102308 


potassium Inwardly-rectifying channe 


iRK 


3.5 


445575 


Z2S368 


Hs.172004 


m 


fh3 


3.5 


428357 


NM_X3881 


Hs.194679 


WTfTI hdudbte stgnaling palhway p 


tsp_l;vwc;lGFBP 


3.5 


403909 


Nl^016255 


Hs.95260 


Homo sapiens mRNA; cDNA OKFZp 


Na_H_Exchanger 


3.5 


403077 






predicted exon 


fn3 


3.5 


45S612 


BE042896 


Hs.274848 


ESTs 


ABC_tran;ABCjnembrane 


3.5 


424091 


AF235097 


Hs.139263 


calcium channel, voltage^iependent, a 


iorutrans 


3.5 


403956 


W28077 


Hs.79389 


net (ch!cken)-like 2 


cadheftn.<^a(fliertn_C_term 


3.4 


457470 


AB040973 


Hs.272385 


G proleln^oupted receptor 72 


7tm_l 


3.4 


401522 


N47812 


Hs.81360 


CGI-35 protein 


dlsintegrin;ReproIys!n 


3.4 


404886 






predicted exon 


ion_trans 


3.4 


437692 


M176g59 


Hs.172004 


fifin 


fh3 


3.4 


407944 


R34008 


H3.239727 


desmocolIin2 


cadherin 


3.4 


407393 


AB038237 




gb:Homo sapiens mRNA for G protei 


7tiiu1 


13 


436936 


AL134451 


Hs.197478 


ESTs 


EGF;laminin„G 


3.3 


423309 


BE008775 


Hs.126782 


sustii-repeat protein 


sushi;HYR 


3-3 


402172 






predided exon 


iQ 


3.3 


447420 


AI378628 




gb:tc72g07j(1 Soares_NhHMPu,S1 H • 


ank:pktn3se;death 


3-3 


438301 


AF085834 


Hs.29036 


ESTs 


sushi 


3-3 


424362 


AL137646 


M5.146001 


Homo sapiens mRNA; cONA DKFZp 


trypsin;sushi;CUB 


3.3 


430453 


BE387060 


Hs.3303 


Cdc42 effector protein 4; binder of Rh 


fn3 


3.3 


416631 


H63466 




gb7r88f07/1 Scares fetal tiver spleen 


idLrecepLa;MACPF 


3.3 


453174 


AI633529 


Ms.1 35238 


ESTs 


7tm_l 


3.3 


433848 


AF095719 


Hs.93764 


carfaoxypeptidase A3 


Z/u^Opept;Propep_M1 4 


3.2 


408546 


W43512 


Hs.46348 


bradykinb receptor 81 


7tm_1 


3.2 


423573 


AA328504 




gb:£ST31993 Embryo, 12 week 1 Horn 


7tm_l ' 


3.2 


458662 


AI823410 


Hs.169149 


tcaiyoptiedn atptia 1 (Importin alptia 5 


7tm_3;ANF_receptor 


3.2 


433430 


AI683735 


Hs.166755 


ESTs 


IhyroglobuitnJilGFBP 


3.2 


438850 


R33727 


Hs.24688 


EST 


artk;pkin3se;death 


3.2 


420783 


AI659838 


H5.99923 


lectin, galactoside-binding, soluble, 7 


Gal-bindjectin 


3,2 


409988 


U56102 


Hs.57699 


adhesion gtyooprotein 


ig . 


3.1 


430630 


AW269920 


Hs.2621 


cystatin A (statin A) 


7tm_3;ANF_receptor 


3.1 


420737 


108096 


Hs.99899 


tumor necrosis factor (I^and) superfa 


TNF 


3.1 


422273 


H69844 


Hs.114231 


C-type tectin-fike receptor-2 


tectin_c 


3.1 


400289 


X07820 


Hs.2258 


matrix melalloproteinase 1 0 (stnjmely 


hemopexin;Peplidase.M1 0 


3.1 


412597 


AU077C51 


Hs.74561 


alpha-2-macroglobunn 


A2M;A2MJI 


3.1 


453420 


AJ003459 




gbAI0O3459 Selected chromosome 2 


IRK 


3.1 


404243 






predicted exon 


zf-C3HC4;SPRY;zf-8.box 


3.1 


449387 


AW079749 


Hs.184719 


ESTs, Weakly similar to AF116721 1 


ABC.tran;ABC_membrane 


3.1 


422471 


AA311027 


Hs.271894 


ESTs 


fg 


3.0 


400464 






predicted exon 


Peptidase„S9 


3.0 


458713 


BE044498 


Hs.2a2707 


ESTs 


EGF 


3.0 


421340 


F07783 


Hs.1369 


decay accelerating factor for complem 


sushi 


3.0 


449523 


NM_000579 


Hs.54443 


chemokine (C-C motif) receptor 5 


7tm_1 


3.0 


400704 






predicted exon 


ilg_chan;ANF_receptor 


3.0 


416239 


AL038450 


Hs.48948 


ESTs 


E1-E2J^TPase;Hydrolase 


3.0 


433664 


AW292176 


Hs.245834 


ESTs 


Ridn^BJecCn 


3.0 


423994 


X01057 


Hs.1724 


interleukin 2 receptor, alpha 


mn 


2.9 


447726 


AL137638 


Hs.19368 


Homo sapiens mRNA; cONA OKFZp 


vwa 


2.9 


425483 


AF231022 


Hs.301273 


Homo sapiens pmlocadhedn Fat 2 (FA 


EGF»adhertn-Jaminln_G 


2.9 


423513 


AF0353&0 


Hs.129719 


transglutaminase 5 


TransQluLcore;Tr3nsglutamln_N 


2.9 


401537 






predicted exon 


ig;p»dnase;LRRNT;LRRCT 


Z9 


405790 






predicted exon 


Sema;Plexinjepeat;TIG 


Z9 


422669 


H12402 


Hs.1 19122 


ribosomat protein LI 3a 


arf/as;RibosomaLS17 


Z9 


430793 


M83181 


Hs.247940 


5^ydroxybyptafdne (serotonin) recep 


7lnLl 


Z9 


403411 






predicted exon 


ABC_tran;ABC_membranB 


18 


428168 


M98447 


Hs.22 


transglutaminase 1 (K polypeptkfe ep 


Transglutamln_N;TransgluLcore 


Z8 


414482 


S5749B 


Hs.76252 


endolhelin receptor type A 




2.8 


427223 


BE208169 


Hs.174031 


cytochrome c oxidase subunil VIb 


C0X6B 


Z8 


404167 






predicted exon 




28 


443537 


D13305 


Hs.203 


cholecystdkinin B receptor 


7tnLl 


2.8 


428701 


NM-013276 


HS.1S0207 


carbohydrate kfnase-like 


vwailntBgrin_A;P2Xjeoeplor 


Zl 


411213 


AA676939 


Hs.69285 


neuroptEn 1 


CUB;MAM;F5J^Jype_C 


n 


453999 


6E328153 


Hs.2400a7 


ESTs 


kazd 


2.7 


401244 






predicted exon 


vwa;vwf;TlL 


Z7 


458930 


NM„003612 


Hs.24640 


sema domain, ImmunogkibuSn domal 


Sema 


Z7 


434411 


AA632649 


Hs.201372 


ESTs 


sushi 


Z7 


400421 


AF263537 


Hs.287370 


fibrabtast grofwth factor 23 


FGF 


Z7 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-Gke 


kazal 


2.7 


417350 


U50928 


Hs.82001 


pdycysSc kidney disease 2 (aulosoma 


ion^bans 


2.6 


419452 


U33S35 


Hs.90572 


. PTK7pR>t8!ntyrD^ kinase 7 


p]unase;tg 


Z6 
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401657 






pmdlctsdexon 


7tiiLl 


ZS 


456711 


AA033&99 


Hs.83938 


ESTs, Moderately stmflar to MASPn2 


6Ushi,'trypstn;CUB 


2.6 


432042 


AW971345 


Hs.292715 


ESTs 


sugar.tr 


ZB 


433138 


AB029498 


Hs.59729 


semaphorin sem2 


lg;Sema 


2.6 


452530 


AI905518 




gbJ«>8T091-21019W>98BT091 Ho 


ABC_tr3n;ABCjnembfane 


2.6 


426416 


M904&4 


Hs.169825 


coOagen. typa IV, alpha 5 (Alpc^ syn 


Conagen:C4 


2.6 


4037S6 






f^edlctedexon 


cadherin 


2.6 


43172B 


NM_007351 


Hs.268107 


miiltlmQrin 


EGF:C1q 


2.6 


441595 


AW206035 


Hs.192123 


ESTs 


sugar.tr 


2.6 


445537 


AJ245671 


Hs.12844 


EGf^GkOKlomain, muttipte 6 


E6F;MAM 


2.6 


447197 


R36075 




gb:yh88bOU1 Scares ptacsnta Nb2H 


SDF 


Z5 


428765 


X54150 


Hs.193122 


Fc fragment of IgA, receptor for 


ig 


ZS 


450245 


AA007536 


Hs.271767 


ESTs. Moderately siinilar to AlUI.H 


ig 


Z6 


416429 


H54658 


HS.26Q942 


ESTs 


E1-E2J^TPase;Hydrolase 


Z5 


417067 


AJ001417 


HS.B1086 


sotute carrier family 22 (extraneurona 


sugar.tr 


Z5 


433182 


AB039920 


Hs.127821 


8WRT protein 


ioa.trans 


2.5 


403092 






precScted exon 


&»3 


2.5 


406850 


At624300 


Hs.172928 


collagen, type 1, alptia 1 


vwc;Coltasen;COLFI 


ZS 


438698 


AW297855 


Hs.125815 


ESTs 


lipoxygenase;PLAT 


ZS 


456815 


NM_013348 


Hs.144011 


potassium inwardly-rectifying channe 


IRK 


ZS 



TABLE 2B: 

Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 

: Genbank accession numbers 



Pkey 
409385 
412333 
413605 



416151 
416441 
416831 
423573 
447197 
447420 
452530 
452947 
453420 
459170 



CAT Number 
112523.1 
1289037 1 
137979i.l 



1573926.1 

159480.1 

1505019.1 

229714.1 

711623.1 

721207.1 

920646.1 

939810.1 

986433.1 

920646_1 



AA071267 T65940 T64515 AA071334 

AW337485 AW937589 AW937658 AW937654 AW937492 

BE152644 BE152712 BE15266B BE152659 BE152810 BE15281 1 BE1S2616 BE152643 BE152706 6E1526S6 6E152660 BE152715 BE152662 
BE152669 BE152661 BE152672 BE152653 BE152716 BE152651 BE152767 aE152677 BE152652 BE152714 flE152708 BE152665 BE152679 
BE152771 BH152775 BE152666 BE152768 BE152813 BE152664 6E152676 BE152681 BE152709 BE152667 BE152814 BE152808 BE152711 
BE152707 BE152815 BE152678 BE152673 BE152782 BE152671 BE1S2682 BE152760 BE152B09 BE152778 BE152780 BE152762 BE152776 
8E152781 BE152774 6E152763BE152769 
T26661 Z4413SH23016 

BE407197 AA182474 AA180369 BE27562B BE276131 
H69468H93BS4M59684 
AA328S04 AA327783 AWg62370 
R36075AI366546 R36167 
AI378628 N32350 H85772 

AI905518 AI905516 AI905457 At905515 AW176013 AW176037 

AW130413AI932362 

AJ003459AJ003461 

Ai905518 A1905516 AI905457 A1905515 AW176013 AW176037 



TABLE 20: 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank identifier [Gl} numbers. 'Dunham L et al" refisrs to the publication entitled The DNA sequence of 

human chromosome 22* Dunham, et al. (1999) Nature 402489-495 
Strand: Indicates DNA strand from which axons were predicted 
NLposttion: Indicates nudeolide positions of predk:ted exons 



Pkey 


Ref 


Strand 


NLposition 


400464 


9929670 


Plus 


22074-22214 


400704 


8118864 


Minus 


63110^3241 


400749 


7331445 


Minus 


9162-9293 


401244 


4827300 


Minus 


55359-56376 


401537 


7960358 


Minus 


186785-187029,190507-190779.198218-198348 


401657 


9100664 


^£nus 


7312-8163 


402172 


8575911 


Minus 


143378-143671 


402425 


9796347 


Minus 


50224-OT395 


402745 


9212200 


Minus 


7651&-76690 


403074 


8954241 


Plus 


143375-143561 


403077 


8954241 


Plus 


146923-147222,147326-147628 


403083 


B954241 


Plus 


163070-163351 


403089 


8954241 


Pius 


171964-172239 


403092 


8954241 


Plus 


17472W75016,175104-175406.17550&.175813 


403093 


8954241 


Plus 


177083.177373.177464-177751 


403411 


9438635 


Minus 


104247-104420 


403661 


8705027 


Minus 


30268^2 


403687 


73873B4 


Phis 


0)09-9534 


403S91 


7387384 


Minus 


88280^8463 


403763 


7229888 


Minus 


4357S43887 


403796 


6099896 


Minus 


75073-77664 


404187 


4481839 


Plus 


7644-7991 


404243 


5672609 


Plus 


74695-75123 


404270 


9628129 


Minus 


3649^750.4161-4306.5962-6049.6849-6965 


404886 


4884062 


Plus 


30058-30598 


405281 


6139075 


Minus 


34202-34351,35194-35336.45412-45475.45731-45958.47296-47457,49549-49658,49790-49904,50231-5034^^ 








54279 


405285 


6139075 


Minus 


55744-55903,57080-57170.61478^1560 


405545 


1054740 


Plus 


1t6e77-11B807,1ig091.119296.121626.121823 


405547 


1054740 


Plus 


124361-124520.124914-125050 


40S638 


5123990 


Plus 


56384^7 
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405790 1203968 Plus 136364-1 35509.138579- 136699,136805-135941 



TABLE 3A Usts about 1643 genes u^negulated in ovarian cancer compafed to nonnal ovaries. These were selected as for Table 1 A. except that the ralb was greater than 
equal to 15, and the denonitnator was the srlthnietic mean vatue for varvMis norHnaSgnant ovary specimens obtained. 

TABl£ 3A: ABOUT 1643 UP-REGUIATED GENES, OVARIAN CANCER VERSUS NORMAL OVARY 



Pkey: Primekoy 








Ex.Accrt Exemplar Accession 






UGID: UniGenelO 








TUte: UnigeneTIlle 








PFAM domains 








ratio: tumor vs. normal tissues 






Pkey 


Ex AccnNo. 


UG 10 


Title 


raHio 


420859 


AW4o8397 


Hs.100000 


S100 calcium-binding protein A8 (calgranuiln A) 


219.9 


422166 


W72424 


Ks. 112405 


8100 calcium-binding protein A9 (catgrantiGn B) 


180.2 


422158 


LI 0343 


Hs.1 12341 


protease inhibitor 3, sldn-derived (SKALP) 


165.0 


424799 


ocDoQrZJ 


Un 4C04TO 

Hs.153173 


fatly add binding protein 5 (psoriasis-associated) 


161.5 


44240Z 




HS^ZrZ 


prostaglandin 02 synthase (21kO. brain) 


150.2 


J no coo 




Uf ACtVifX 

nS.4b^U 


Small proTtne^ pmteln SPRK [human, odontogenic k 


149.5 


J010CQ 


DCl 04403 


ns.251754 


secretory leukocyte protease Inhibitor (anlUeukoproteln 


144.9 


430520 


Liii melon 
NM_0iol9u 


ns^4a)57 


chromosome 1 open reading frame 10 


. 136.6 


428471 


Xo7348 


ns. 164510 


strafiftn 


129.5 


421978 


AjZ43oo2 


113.110196 


NlCE-1 ptoteiQ 


10B.7 


437191 


NM_006846 


Hs.5476 


serine protease inhlbilor, Kazal type, 5 


106.2 


407788 


BE514982 


Hs.38991 


S100 caldum-binding protein A2 


105.5 


441565 


AW953575 


Hs. 169902 


sohrte carrier family 2 (faciGtaled glucose transporter). 


103.6 


431211 


M86849 


H5.5S66 


gap Junction prota*n, beta 2, 26kD [connexin 26) 


102.1 


419329 


AY007220 


Hs.288998 


S100-type calcium tending protein A14 


95.3 


430572 


U33114 


H3.245188 


tissue irihibitor of melalloproleinase 3 (Sorsby fundus d 


87.0 


417079 


U65590 


Hs.81134 


interleukin 1 receptor antagonist 


86.1 


412636 


NM_004415 


Hs.74316 


desmoplakin(DPI, DPII) 


85.0 


417515 


L24203 


Hs^2237 


ataxia^angtedasia group D^sodated protein 


84.8 


426295 


AW367283 


Ks.75839 


zinc finger protein 6 (CMPX1) 


84.5 


452669 


A AO4C0C0 


U_ OCOQCQ 

nS.Zb£93o 


ESTs, Weakly similar to alternatively spDced product u 


84.4 


406711 


N25514 


Hs77385 


myosin, light polypeptide 6, alkaO, smooth muscle and n 


83.8 


406712 


M31212 


fte.77385 


myosin, Hght polypeptide 6, alkaD. smooth muscle and n 


81.0 


432680 


T47364 


Hs.278613 


Interferon, alpha-indudble protein 27 


81.0 


416889 


AW250318 


1 1— OA4A^ 

Hs.60395 


mal, T-cell differenfiallon protein 


77.8 


409453 


AI685516 


H3.95612 


ESTs 


75.3 


424670 


W61215 


Hs,1 16651 


epithelial V-like antigen 1 


57.5 


417130 


AW276858 


Hs.81256 


S100 cateium-binding protein A4 (caldum protein, calv 


67.0 


423634 


AW959908 


Hs.1690 


heparin-binding growth factor binding protein 


557 


442379 


NM.004613 


Hs.8265 


transglutaminase 2 (C polypeptide. protein-glutamin&^ 


647 


456898 


NM_001928 


Hs.155597 


D component of complement (adlpsln) 


64.6 


423017 


AW178761 


Hs.227948 


serine (or cysteine) proteinase inhibitor, dade B (ovalbu 


63.6 


447990 


BE048821 


Hs.20144 


small indudble cytokine subfamity A (Cys-Cys), memb 


60.7 


424362 


AL137646 


Ks.146001 


Komo sapiens mRNA; cONA DKFZp586F0324 (from 


60.3 


414438 


AI879277 


Hs.76136 


Diioredoxln 


59.9 


420136 


AW801090 


Hs.1 95851 


acbn, alpha 2. smooth muscle, aorta 


58.9 


433336 


AF017986 


Hs.31386 


ESTs, Highly similar to JE0174 frizzled protein-2 [H.$a 


58.8 


403741 






predicted exon 


57.0 


430637 


BE1 60081 


Hs.255290 


S1 00 caldum-binding protein All (calgizzarin) 


56.1 


424096 


AF077374 


K5.1 39322 


small proline-rich protein 3 


55.8 


441591 


AF055992 


Hs.183 


Dufiy blood group 


55.6 


426521 


AF161445 


Hs. 170219 


hypothetical protein 


55.5 


406713 


U02629 


Hs.77385 


rnyosin. light polypeptide 6, alkali, smooth muscle and n 


55.3 


406725 


051245 


Hs.288061 


acOn, beta 


54.1 


422168 


AA5ooo94 


nS.llZ4uo 


S100 caldunvbinding protein A7 (psoriasin 1) 


54.1 


408755 


N80129 


Hs.94360 


metallothioneinlL 


54.0 


425593 


AA278921 


Hs.1908 


proteoglycan 1, secretory granule 


53.3 


442257 


AW503831 




gb:UWff^N0-aIbWJ5WlJl NlHJAGC.SOHomo 


53.1 


421957 


AW068637 


Hs.10g857 


hypothetical protein OICFZp434H0820 


52.3 


447526 


AL048753 


Hs.340 


small indudble cytokine A2 (monocyte chemotactlc pro 


51.2 


406722 


H27498 


Hs.283305 


Homo sapiens SNC73 protein (SNC73) mRNA. compte 


51.0 


427223 


BE208ie9 


Hs.174031 


cytochrome c oxidase subunit VIb 


51.0 


414420 


AA043424 


HS.7609S 


Immediate earty response 3 


50.9 


417259 


AW903838 


Ks.81800 


chondrdSn sulfate proteoglycan 2 (versfean) 


50.3 


414191 


AW250089 


Hs.75807 


PDZ and UMdomalnl (elfin) 


49.5 


436906 


H95990 


Hs.181244 


rru^ hlstocompaObSity complex, dass 1, A 


49.0 


408000 


LI 1690 


Hs.620 


bdbus pemphigdd anCgen 1 (23Q/240kO) 


49.0 


414035 


Y0063O 


Hs.75716 


serine [or cysteine) proteinase inhibitor, dade B (ovalbu 


48.8 


432706 


NMJ13230 


Ks.288124 


C024 antigen (small ceQ lung cardnoma cluster 4 antig 


48.8 


421948 


L42583 


Hs.l 11758 


keratin 6A 


48.7 


414562 


AL036058 


Hs.76807 


major histocompatibility complex, dass II, OR alpha 


48.5 


425071 


NM_013989 


Hs.154424 


deiixfinase, kxfothyronlne. type II 


48.5 


404767 






predicted exon 


48.4 


418327 


U70370 


Hs.84136 


palred-6ke homeodomain transofptkx) Eactor 1 


48.2 


436729 


8E621807 


H3.3337 


transmembrane 4 superfamiiy member 1 


477 


414183 


AW957446 


Hs.301711 


ESTs 


47.2 


400163 






predicted exon 


47.0 


433423 


BE407127 


Hs.8997 


heat shock TOkD protein 1A 


46.9 


423457 


R)8208 


Hs.155606 


paired mesodami homeo box 1 


46.6 
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414085 AAn4016 K5.7574G aldehyde dehydrogenase 6 46.0 

4231S9 M59371 Ks,171596 EphA2 45.6 

438240 ra263a Ks.124004 ESTs 45.5 

- 417386 BE18S2S9 Ks.1076 sniaD proTtna^ protein IB (comifki} 45.3 

5 412n4 M1208S5 Hs^3136 ESTs 45.1 

407242 Ml 6728 gbiHumannonspectftccrossreacting antigen mRNA,co 44.6 

431292 AA370141 Hs.251453 Human sequenn from ctone 967N21 on chromos 44.8 

403635 predicted exon 415 

417365 D50683 Hs.82028 transfbmiing growth fiactor, beta receptor t) (7(V80kD) 43.4 

10 432331 W37862 Ks.274368 Homo S3p{ertsmRNA:cONADKFZp586l 1524 (from c 43.4 

424479 AF064238 Hs.1490S8 smwthein 43.3 

444726 NM.006147 Hs.11601 Interferon regulatory fa:tor 6 43.2 

432314 AA533447 Hs.28S173 ESTs 43.2 

429500 X78565 Hs.289114 hexabrachion (tenasctn C. cytotacOn) 43.1 

15 441406 Z45957 H3.7837 Homo sapiens cDNA RJ 10457 6s. cbneNTZRPI 001 4Z7 

412969 AI373162 Hs.75103 tyrosine 3<Ticnooxygen3se/tryptophan S-monooxygenas 4Z6 

423720 AL044191 Hs.23388 Homo sapiens cONA: FU21 310 fis. done COL02 160 4Z5 

400111 predicted exon 42.4 

407207 T03651 Hs,179661 tubuFtn. beta polypeptide 42.4 

20 417164 AA338283 Hs.B1361 heterogeneous nuclear nlxmudeoprotein A/B 42.2 

424971 AA47S005 Hs.1 54036 tumor suppressing subtransferaUe candidate 3 41.9 

439394 AA149250 Hs.56105 ESTs. Weakly similar to WDNM RAT WDNM1 PROT 41.9 

406657 AI678644 Hs.277477 mgjor histocompatibility complex, dass I, C 41.8 
451092 AI207256 Hs.13766 Homo sapiens mRNA for FU00074 protein, partial cds 41.6 

25 412596 AA161219 Hs.799 diphtheria to)^ receptor (heparfn-bindlng epidermal gro 41.6 

422103 AA584330 Hs.111676 protein kinase H1 1; small Stress protein-lilce protein HS 41.S 

428785 AIOISOSS Hs.125265 ESTs 41.3 

450988 BE618571 Hs.429 ATP synthase, H+ transporting, mitochondrial FO comp 41.0 

414622 AI752666 Hs.76669 nicotinamWe N-melhyltransferase 40.8 

30 405022 predicted exon 40.8 

408221 AA912183 Hs.47447 ESTs 40.8 

446500 U78093 Hs.l5154 susW-repeatontaining protein, X chromosome 40.7 

421416 GE302g50 Ks.104125 adenytyt cydase-assodated protein 40.6 

412247 AR)22375 Hs.73793 vascular endothelial growth factor 40^ 

35 410541 AA065003 Hs.64179 hypothetical protein , 40.5 

406658 A]d20965 Hs.77961 m^or histocompallbiitty complex, dass I, B 40.0 
420225 AW243046 Hs,94789 ESTs 40.0 
406825 A1982529 Hs.84298 C074 antigen (invariant polypeptide of m^orhistocom 39.4 
443623 AA345519 Hs.9641 complement component 1,q subcomponent, alpha poly " 39.4 

40 404201 AR]59566 Hs.103983 solute carrier family 5 (sodium lodkle symporter). mem 39.3 

405138 prodKted exon 39.1 

408733 AW264812 Hs.254290 ESTs 39.0 

414044 BE614194 Hs.7S721 profiHn 1 38.9 

430152 ABW1325 Hs.234642 aquapotinS 38.8 

45 428121 AB006622 Hs.182536 Homo sapiens cONA: RJ21 370 fis. done 00103092 38.8 

434311 BE543469 Hs.266263 HorxK) sapiens cONAFL) 141 15 fis. done MAMMA10 38.7 

406140 prodtded exon 38.5 

432916 AF077200 Hs.27g813 hypothetical protein 38.4 

_^ 420107 AL043g80 Hs.7866 peilino (Drosophila) homolog 1 38.4 

50 427693 BE546832 Hs.l80370 ccfilin 1 (nonnnusde) 38.1 

448835 BE277929 Hs.l1081 ESTs, Weakly similar bS57447HP6Rli-7 protein [H. 38.1 

432374 W58815 Hs.301885 Homosaptensd3NAFU11346 fis. done PIACE1010 37.9 

428383 8E616599 Hs.184029 hypolhetica] protein DKFZp761A052 37.7 

436258 AW867491 Hs.107125 ESTs. Weakly similar to S57447HPBRII.7 protein [H. 37.7 

55 420798 W93774 Hs.S9936 kerafin 10 (epldermdytichypeilceratosls; keratosis palm 37.7 

400327 M18679 Hs.247942 Human variant 5SrRNA-tike gene and GRP. complete 37.6 

401781 predicted exon 37.6 

448257 AW772070 H8.253146 ESTs 37.3 

428415 AA337211 Hs.184222 Down syndrome crttical region gene 1 37.2 

60 424206 N^^003734 . Hs.1 98241 amine oxMase, copper containing 3 (vascular adhesion p 37.2 

408812 AF000575 Hs.67846 leukocyte immunogbbufirv^ike receptor, subfamily B ( Z72 

425882 U83115 Hs.161002 absent in melanoma 1 37.2 

432501 BE546532 Hs.287329 Fas binding protein 1 37.1 

^_ 421786 AI188653 Hs.21351 ESTs 37.1 

65 427981 BE27S986 Hs.181311 asparaginyt-lRNA synthetase 37.0 

410143 AAie816g H8.288819 Homo sapiens cONA: RJ21 022 fis, done CAE06383 36.8 

451328 AW853606 Hs.109012 ESTs 38.7 

414135 NM-004419 Hs.2128 dual spedfidty phosphatase 5 36.7 

_^ 414602 AW530088 Hs.76550 Homo sapiens mRNA; cDNADKFZp564B 1264 (from 36.7 

70 401785 predicted exon 36.5 

411469 T09997 Hs.70327 cysteln&fldi protein 2 36.2 

419S93 AA133749 Hs.92323 FXYDdomalrvconlaining Ion transport regulaior 3 36.1 

417039 AA302180 Hs.80986 ATP synthase, H* transporting, mitodwndrfal FO comp 36.1 

406718 AA505525 Hs.1 69476 glyceraldehyde^osphate dehydrogenase 36.0 • 

75 402543 preacted exon 36.0 

408669 AI493591 Hs.78146 platetetfendothellal ceil adhesion mdecute (C031 antig 35.9 

414987 AAS24394 HS.16S544 ESTs 35.9 

445810 AW265700 Ks.lS5660 ESTs ' 35.9 

406653 AA574074 Hs.77961 m^htstocompatibi£ty complex, class I, B 35.7 

80 407498 U28131 gb:HumanHMGI-C chimeric transcript mRNA, parOat 35.6 

412524 AM17813 Hs.11177 ESTs 35.5 

401521 predicted exon 35.4 

403948 AW2g6713 Hs.221441 ESTs 35.1 

406728 At986345 HS.1B3704 ubtquiOnC 34.9 
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5 

10 
15 

20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



440869 
422S58 
4S2924 
428600 



459390 
445055 
411789 
410626 
410706 
419273 
407S39 
444266 
449226 
414290 
401245 
425222 
4099S0 
437201 
406566 
405071 
455426 
415160 
424995 
453870 
433470 
428168 
417409 
4253S9 
434658 
455562 
447111 
4323B0 
424125 
419968 
429415 
451541 
424499 
402144 
422511 
400231 
437712 
417433 
419659 
428562 
421401 
414064 
431938 
411930 
428150 
401887 
412570 
422738 
453092 
413924 
420231 
434715 
422B31 
416B54 
422976 
426356 
433935 
430040 
406340 
426050 
425105 
402066 
429538 
418371 
421251 
456084 
402023 
404356 
415973 
445383 
450440 
458789 
400842 
406828 
423267 
451383 
437042 



A)205964 

AF231981 

AW580339 

AW863261 

AW501137 

BE3B5725 

BES12856 

AF24550S 

BE407727 

AI732404 

BE271180 

AA045144 

AI62S304 

AB002365 

A156B801 

M35430 
R42678 
F29279 



AW337792 

TB2802 

Z45023 

AW385001 

AW960554 

M93447 

BE272506 

AW974499 

At624436 

AA306049 

AI017574 

BE045243 

M3166g 

X04430 

NM_002593 

BE2793&3 

N90344 

AU076442 

X04588 

BE270266 

A8023206 

BE3366g9 

AW410478 

BE245269 

AA938471 

F06485 

AW9S0547 

AA033517 
X80915 
X64838 
AL1 19964 



425650 



BE005346 

R02504 

H40164 ■ 

AU076657 

B£536B36 

AF112208 

AW503115 

AA299679 

AF017307 

BE2B0066 

BE1B2592 
M13560 
Z28913 
AA1558S9 



R24707 
AI269107 
AB024334 
AL157488 

AA4t9202 
AL137416 
AW239364 
AK0007Q2 
BE407712 
NIUL001944 



Sb:qr30g06j(1 NCLCGAP.GC6 Komo sapiens cONA 34 J 

Hs.250175 homdog of yeast long chain polyunsshirated fatty add 34.8 

Hs,97199 comptement component C1qrec8;ibr 34.7 

Hs.15036 ESTs, Highly similar to AF161 358 1 KSPC095 [Ksapi 34.7 

9b:UI-HFaP0M^o-^2^-r1 NIH,MGC_51 Homo 34,5 

gli:G01276347F1 N1H_MGC_20 Homo sapiens cONA 34.5 

Hs.l090St glyooprotetn, synap& 2 34.3 

Hs.72157 Homo sapiens adBcan mRNA, complete cds 34.3 

6b:601299771F1 NIH.MGC.21 Homo sapiens cONA 34.2 

Hs.68846 ESTs 34.2 

Hs.293490 ESTs 34.2 

Hs.161566 ESTs 34.0 

Hs.190312 ESTs 34.0 

Hs.23311 KIAA0357 protein 34.0 

Hs.71721 ESTs 33.9 

predicted exon 33.9 

Hs.155191 viinn2(ezrin] 33.8 

Hs.301669 KIAA0564 protein 33.8 

Hs.177486 amyloid t)eta (A4] precursor pmtein [protease nexin-ll. 33.7 

Hs.11590 caihepsInF 33.7 

predicted exon 33.7 

gb:C3V3^T0045.140200<J824)07 DT0045 Homo sapl 33.6 

gb7d38a04j1 Soares fetal liver spleen 1NFLS Homo s 33.5 ' 

gb:HSC2FA041 nomtalized infant brain cONA Homo s 33.5 

HS.B042 Homo sapiens^cONA: FU23173 fis, done LNG10019 33.5 

Hs.3337 transmembrane 4 superfamily member 1 33.4 

Hs.22 trans^utamlnase 1 (K polypepSde epidemic type t, pro 33.3 

Hs.82109 syndecan 1 33.3 

Hs.192183 ESTs 33.3 

Hs.194488 ESTs 33.2 

Ks.102669 DKF2P4340125 protein 33.1 

Hs.17409 cysteinft^ protein 1 (IntesQnai} 33.0 

HS.27441& NAOH dehydrogenase (ubiquinone} 1 alpha subcomple 32.9 

Hs.1 735 Inhibin, beta B (activin AB beta polypeplide} 32.7 

Hs.93gi3 Interleukln 6 (Interferon, beta 2) 3Z7 

HS.202Q97 procollagen &«ndopeplidase enhancer 32.6 

Hs.26557 plalfophllin3 3Z6 

Hs.149436 kinesin family member 5B 32.4 

predicted exon 32.4 

Hs.117g3d collagen, type XVII. alpha 1 32.4 

predicted exon 32.3 

H3.85844 neurotrophic tyrosine kinase, receptor, type 1 32.3 

Hs.82128 5T4onoofetd]trophoblast glycoprotein 32.2 

Hs.92186 Leman coiled-coil protein 32.0 

HS.1850S5 BENE protein 32.0 

Hs.1 04019 transfbmiing, acidic coiled-cofl containing protein 3 32.0 

Hs.16165 expressed in activatedT/LAK lymphocytes 32.0 

Hs.1 15242 developmentatiy reguteled OTP-binding protein 1 32.0 

gb:HSC19G051normaIizedlnfantbraincDNAHomos , 31.9 
Hs. 182684 cytochrome c oxidase subunlt Vila polypeptide 2 (liver) ' '31.8 

predictsd exon 31.8 

Ks,74047 etectron-transfer-flavoprotein, beta polypeptide 31.7 

Hs. 1 573 growth differentiation factor 5 (cartHag&^lerfved morph 31 .6 

Hs.31 638 resfln (Reed-Stelnberg celKexpressed intemrodiate filam 31 .5 

H3.75616 K1AA0018 gene product 31.4 

HS.19B13 ESTs 31.3 

Hs.1 16410 ESTs 31.3 

gb7eB6106j^1 Soares fetal Ever spleen 1 NFLS Homo sa 31 .2 

HS.S0296 PurkinieceQ protein 4 31.2 

Hs.1600 6ec61 homolog 31.1 

gb:601064837Fl N1H_MGC_10 Homo sapiens cONA 31.0 

Hs.44163 ISkDacfifferentialion-assodated protein 30.6 

Hs.227823 pM5 pmtein 30.B 

Hs.1 80370 cofiDn 1 (non-musde) 30.B 

' Ks.166096 E74^ke factor 3 (ets domain transcription factor, epith 30.7 

Hs.24gS6 hypothetical protein FU220S6 30.7 

predicted exon 30.7 

Hs.139322 small proline^ protein 3 30.6 

Hs.84298 C074 antigen (Invariant potypeplide of m^ histocom 30.4 

Hs.102948 enigma (UM domain pmtein} 303 

Hs.79708 ESTs 30.3 

predicted exon . 30.3 

predicted exon 30.2 

Hs.260201 ESTs 30.2 

Hs.132219 ESTs 30.1 

Hs.25001 tyrosine 3-monooxygenase/tryptophan S^nooxygenas 30.1 

Hs.20157 Homo sapiens cONA FU20848 lis, done AOKA01732 30.1 

predicted exon 30.1 

HS.842SB C074 antigen (invariant poIypeplkJe of major histocom 30.0 

Hs.126177 Homo sapiens mRNA: cONADKFZp4340192 (from c 30.0 

Hs.20242 hypothetical protein FU12788 30.0 

HS.S420 hypothetical protein FU20695 30.0 

gb.*601299745Fl NIK_MGCJZ1 Homo sapiens cONA 30.0 

Ks. 1925 .dasmogteln 3 (pemphigus vulgaris antigen) 30.0 

no 
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416511 NM.Q06762 HsJ9356 Lysosoinal^octated niulSspannhg membrBne prot^ 29.9 

431009 BE149762 Hs.248213 gap Junctton protein, beta 6 (connaxin 30) 29.7 

438551 BE045962 Hs.275993 ESTs 29.6 

419766 BE243101 Hs.22391 chromosome 20Qpen reading frams 3 29.5 

5 420747 aE294407 HS.9S910 phosphotructoUnase, plaW 29.5 

436895 AP037335 H5.S338 cartnnic anhydrase XI) 29.5 

412765 AK000620 Hs.74571 ADP-fOssytation factor 1 29.4 

419223 X60111 Hs.1244 C09 antigen (p24} 29.4 

^ 413796 AW40B094 Ks.75545 tnloiteuldn 4 receptor 29.4 

10 447795 AW295151 Hs.163612 ESTa 29.4 

431103 M57399 Hs.44 pletotrophb (heparin t}iiKitng growth factor 8. neurite g 29.4 

415314 N86802 Hs.5422 gl/caprotein M6B 29.3 

4284 1 1 AW2gi464 Hs.1 0338 ESTs 29.3 

430580 AA806105 Hs.140 tmmunoglobuTm heavy constant gamma 3 (Gmmarter) 29.3 

IS 430451 AA836472 Hs.249982 calhepsinB 29.2 

453949 AU077146 Hs.36927 heat shock lOSkO 29.2 

413859 AW992356 Hs3364 pynivate dehydrogenase kinase, isoenzyme 4 29.2 

407845 AL0365ia Hs.118Sg8 ESTs 29.1 

^ 453500 AI476427 Hs.43125 ESTs 29.1 

20 456054 BE313241 gb£01151545F1 NIH MGCJ9 Homo sapiens cONA 29.0 

453467 AI535597 Hs.30089 ESTs 29.0 

411794 AL1 18577 Hs.756S8 phosphorylase. glycogen; t)raln 28.9 

421773 W69233 Hs.112457 ESTs 28.9 

^ _ 423621 BE002904 gb:QV4-BN0090^70400-16M7 BN0090 Homo sapt 28.8 

25 408935 BE539706 Hs.285363 ESTs ^ 28.8 

450847 NM_003155 Hs.25590 stannixak:tn 1 2a8 

431243 U46455 Hs.2521Bg syndecan 4 (amphigtycaa ryudocan] 28.7 

423225 AA852604 Hs.1 25359 Thy-1 cell surface anfigen 28.7 

_^ 433469 F12741 gb:HSC3DG061 nonnalized Infant brain cDNA Homo 28.7 

30 405783 predated exon 28.7 

417308 H60720 Hs.81892 KIAA01 01 gene product 28.7 

400749 predicted exon 28.7 

413442 BE140&43 gb:RCO-HT0015-31059&D16 HT0015 Homo sapiens c 28.6 

404828 predicted exon 28.6 

3 5 407453 AJ132087 gb:Homo sapiens mRNA for axonamal dyneln heavy ch 28.6 

416529 AW005695 Ks,250897 Tf^K^ed gene (NOTE: nonstandard symbol and nam 28.6 

413767 A1352S58 Hs.75544 tyrosine 3-monooxygenase/tryptophan 5-monooxygenas 28.5 

450630 AA296696 Hs.25334 FXYD domain-containing ton transport regulator 5 28.5 

402430 predicted exon 28.4 

40 413929 BE5016e9 HsJ5617 coOagen. type )V, alpha 2 28.2 

423803 NM_005709 Hs.132945 PDZ-73 protein 28.2 

406086 precficted exon 28.2 

416585 X54162 Hs.7g386 letomodin 1 (smooth muscte) 23.2 

^. 417055 N39489 Hs.7258 Homo sapiens cDNA: FU22021 fia, done HEP08253 28.1 

45 449184 AW2g62g5 Hs.1964gi ESTs 28.1 

446542 NM.004281 Hs.1525g B(X2-associated athanogene 3 28.1 

412793 AWg97966 gb:RC1-BN0056-230200-021-e11 BN0056HQmosaple 28.0 

452816 W21909 H5.8372 ublquinol<ytochrome c reductase (6.4kD) subunit 28.0 

402869 ' predicted exon 27.9 

50 436810 AA353044 Hs.5321 ARP3 (acOn-related protein 3, yeast) homotog 27.9 

402075 predicted exon 27.9 

410480 R97457 Hs.63984 cadherin 13, Hcadherin (heart) 27.8 

406690 M2g540 Hs.220529 cardnoembryonlc antlgerwelated cell adheston molecul 27.8 

439766 AB033492 Hs.301241 Homo sapiens mRNA; cDMA DKFZp5e6A0424 (from 27.7 

55 424482 BE268821 H5.149155 voltage^pendent ank^n channel 1 27.6 

420737 108096 Hs.99899 tumor necrosis factor (ligand) superfamily. member 7 27.6 

414663 BE396326 gb£01289258F1 NtH MGC.8 Homo sapiens cONAc 27.6 

409703 NM_006187 Hs.56009 Z-S'o&goadenylate synthetase 3 27.6 

446108 AL036596 Hs.l02773 ESTs 27.5 

60 428144 BE269243 Hs.182625 VAMP (vesk:]e^soc)ated membrane protein).essociate 27.5 

445688 AI248205' Hs,153244 ESTs 27,5 

405411 predicted exon 27.5 

410275 U65658 Hs.61796 transcr1pfk)n factor AP-2 gamma (adWalingenhancer-b 27.5 

424675 NH.005512 Hs.151641 glycoprotein A repefittons predominant 27.3 

65 450455 AL117424 Hs.25035 chloride intracenular channel 4 27.3 

414855 AA1S6986 Hs.104640 HIV-1 inducer of short transcripts binding protein 27.2 

433578 BE336886 Hs.3416 adipose dtfferenfiation^aled protein 27.2 

401994 pretTicted axon 27.2 

445033 AV652402 Hs.155145 ESTs 27.2 

70 402277 predfcted exon 27.1 

428106 BE620016 Hs.182470 PTD010 protein 27.1 

448625 AW970766 H3.178470 Homo sapiens cDNA: FU22662G3,ck)ne HSI08080 27.1 

422587 AI879352 Hs.1 18625 hex(ddnase1 27.0 

457204 BE264152 Hs.221994 ESTs 27.0 

75 444094 AI695764 Hs.202394 ESTs 27.0 

414053 BE391635 Hs.75725 transgelln2 26.9 

430511 BE018156 Hs.2575 calp3ln1,(muyt) large subunit 26.9 

434039 132977 H3.3712 ubtquinol-cytochrornec reductase, Rlesketroivsulfurpo 26.9 

424939 AK000059 H5.153881 Homo sapiens NY-f^EN^2anQgenmRIIA, partial cds 26.9 

80 414539 BE379046 gb:601236646F1 NtH_MGC.44 Homo sapiens cONA 26.9 

404675 predk^tedexon 26.8 

401597 AA172106 Ks.110950 RagCprotetn 26.8 

401405 predicted exon 26.8 

411541 WD3940 gb2a62b02.r1 Scares fetal Over spleen 1NFLS Homo 58 26J 
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41202S 


AI827451 


Hs.24143 


414276 


BE2978S2 




4440B5 


AW449415 


H$.1O260 


4479B1 


R53n2 


H5.8929 


410677 


NM_003278 


Hs.65424 


400982 






452933 


AW391423 


Hs.288555 


407233 


X16354 


Hs.50964 


430127 


AA21949d 


Hs.233952 


448218 


A118d4e9 




413511 


AI627178 


Hs.75412 


459511 


AI142379 




410668 


aE379794 


H3.65403 


458862 


AI823410 


Hs.169149 


451219 


M054209 


Hs.167904 


448939 


BE267r95 


Hs^95 


400800 


Y10262 


Hs.46925 


446342 


BE29B865 


Hs.14846 


421177 


AW070211 


Hs.102415 


43364B 


AF095719 


Hs.93764 


448497 


BE613269 


Hs^1893 


415279 


F04237 


Hs.1447 


419323 


AI092379 


Hs.135275 


430265 


L36033 


Hs^37356 


437679 


NM_014214 


Hs,5753 


425535 


AB007937 


Ks.15e287 


412923 


AA179922 


KS.75D56 


447980 


AI703397 


Ks.202355 


419118 


AA234223 


Ks.139204 


421224 


AW402154 


Hs.125812 


414890 


BE261095 


Hs.77573 


447330 


8E279949 


Hs.18141 


405610 






447604 


AW089933 


Hs.293674 


445677 


H96577 


Hs.6838 


456088 


BE177320 


Hs.156148 


417120 


N79687 


Hs.46616 


405194 






410687 


U24389 


Hs.65436 


421888 


AA299780 


Hs.121036 


420459 


AF016045 


Hs.97ga5 


416323 


N72630 


Hs.33g81 . 


446292 


AF08t497 


Hs.279682 


416274 


AW180404 


Hs.79126 


430028 


BE564110 


Hs^27750 


438450 


A1050866 


Hs.65853 


400215 






430014 


H59354 


Hs.182485 


453562 


AW854339 


Hs.33476 


405867 






459170 


AI90SS18 




407944 


R34008 


Hs.239727 


415748 


D90088 


Hs.979 


423287 


H38340 




450944 


AA554989 


Ks.209061 


432906 


BE265489 


Hs.3123 


400104 






449019 


AI949095 


Hs.67776 


406897 


M57417 




402639 






447147 


AA910353 


H5^g2815 


453379 


AA035281 


Hs.61753 


414217 


A1309298 


Hs.279898 


430223 


NM_0025H 


HS.23S935 


406685 


M16728 




444747 


AW450407 


HS.2S7291 


417863 


R22519 


Hs.23338 


43023S 


BE268048 


HSJ36494 


459001 


A1751313 


Hs^04605 


434368 


AW519020 


Hs^12640 


415917 


Z43912 




444409 


AI792140 


Hs.49265 


428578 


BE391797 


Hs.82148 


433417 


AA587773 


Hs.136494 


426372 


BE304680 


Hs.169531 


402131 






450545 


AW135S82 


Hs.201767 


434162 


AI221214 


Hs.116136 


406571 






427600 


AW6309ie 


H3.179774 


409402 


AF208234 


Hs.695 


400135 






428403 


AI393048 


H3.239894 


403223 







ESTs 26.7 

gb.-601 174780F1 NlHJwlGC„l 7 Homo sapiens cONA 2^7 

Homo sapiens cDNA aJ11341 as, done PLACE1010 26.7 

hn)oths!tcalprot^aJ11382 26.7 

tetranecGn (ptasminogen-blndlng protein) 26.5 

pfedtcted oxofl ^6.5 

Homo sapiens cONA: FU22425 6s, dxxiQ HRC08666 26.5 

candnoembryontesntigeiv^ated cell adhesion moM 26.4 

pmleasome (prosome, macropain] subunit, alpha type, 7 26.3 

^:(td09b12jc1 So3re3j>tac8nta.8to9yveeks_2NbHP8to 26.3 

Argtntne^ protein 26.2 

gbuig64c01 .r1 Soares.tesas.NHT Homo sapilens cONA 26.2 

hypothetical protein 26.2 

kaiyopherin alpha 1 (fanporttn alpha 5} 26.2 

ESTs 26.2 

hypothetical protein RJ10637 26.2 

ayes atisent (DrosophUa) homotog 3 26.2 

Homo sapiens mRNA; cDNA OKFZp564D01 6 (from c 26.2 

Homosapiens mRNA; cONA DKFZp586N0121 (from 26.1 

carboxypeptidaseAS 26.1 

ESTs. Wealdy similar to glycerol 3-phosphatepemiease 26.1 

gttal fMlary acidic prolan 26.0 

ESTs 26.0 

stromal celklerived factor 1 25.9 

lnositol(myo}:j (or 4)-monophosphatase 2 25.9 

KIAA0468 gene product 25.8 

adaptor-relatBd protein complex 3, delta 1 subunit 25.8 

ESTs 25.8 

ESTs 25.8 

ESTs 25.8 

uridine phosphorytase 25.8 

ladinln 1 25.7 

predicted axon 25.7 

ESTs 25.7 

ras homolog gene family, member E 25.7 

Homo sapiens cOt^ FU23082 fis, clone LNG06451 25.7 

ESTs 25.6 

predicted exon 25.6 

lysyloxidase-IIkel 25.6 

ESTs 25.6 

ovo (Drosophtla) homotog-like 1 25.5 

Homo sapiens genomic DNA, chromosome 21q, section 25.5 

Rh type C glycoprotein 25.5 

guanine nucleotide binding protein 10 25.5 

NADH dehydrogenase (ublqutnone] 1 beta subcomplex 25.5 

nodal, mouse, homolog 25.5 

predicted exon 25.4 

acfinin. alpha 4 25,4 

hypothetical protein FU1ig37 25.4 

predicted exon 25.4 

gb:R(>BT091.210t99^a BT091 Homo sapiens cDNA 25.4 

desmocoilin 2 25.4 

pyruvate dehydrogenase (lipoamlde) beta 25.3 

gb:yp70h07.r1 Scares adult brain N2b4HB55Y Homo s 25.3 

sudD (suppressor of bimD6, Aspergillus nidulans) homo 25.3 

lethd giant larvae (Drosophlta) homolog 2 25.3 

predided exon 25.3 

ESTs, Weakly similar to ALU7_HUMAN ALU SUBFA 25.3 

gb:Homo sapiens mucin (mucin) mRNA, partial cds. 25.3 

predicted exon 25.3 

ESTs 25.3 

ESTs 25.3 

Homo sapiens cONA: FU23165 fis, clone liJG09846 25.3 

nephroblastoma overexpressed gene 25.3 

gb:Kuman nonspecific crossreacting antigen mRNA, co 25.3 

ESTs. Weakly sinalar to PSS8_HUMAN PROSTASIN 25.2 

ESTs 25.2 

RAB1 0, member RAS oncogene family 25.2 

ESTs 25.2 

Homo sapiens cONA FU13265 fis. done OVARC1000 25.2 

gb:HSC10A1 1 1 nomialized infant brain cDNA Homo 25.2 

ESTs 25J2 

hypothetical protein 25.1 

ESTs 25.1 

DEAD/H (Asp^tf-AIa-Asp/HIs) box polypeptide 21 25.1 

predicted exon 25.1 

ESTs 25.0 

ESTs 25.0 

predicted exon 24.9 

proleasome (prosome. macropain} acthrator subunit 2 (P 24.9 

cystaQnB(ste&n6) 24.9 

predicted exon 24.9 

leucine rich repeat (in FUI) interacting protein 1 24.9 

.predided exon 24.8 
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435236 T03890 Hs.157208 EST8,Htghtystntil3rbAixhQmeoproteln[NUnuscutu 24.8 

457439 AW410408 Hs.271167 L-pipecoDc add o)(Uase 24^ 

4488S7 Z78394 Hs.4S9S Homo sapiens cDNA: FU22046fis.cion8H£P09Z76 24.8 

440605 Z40034 Ks.18S6S8 ESTs 24.8 

426724 AA383623 Hs.293616 ESTs 24.8 

403359 predidad axon 24.7 

442825 AI018777 Hs.131241 ESTs 24.7 

411503 AW190338 Hs.26029 purineigic receptor P2X, Bgand^ated ton channel 4 24.6 

414540 BE379050 gI>:601236655Fl NIHJ«GC_44 Homo sapiens cDNA 24.6 

421595 A8014520 Ks.10595d Hbnio sapiens cDNA:FU2?735fts.ci{)neHUVa)150 24.5 

438802 AA825976 Hs.136954 ESTs 24.5 

400491 H25530 Hs.50858 solute carrier family 22 (organic cation transportef). me 24.5 

418994 AA296520 Hs.89546 seledln E (endothettal adhesion molecule 1) 24.5 

426383 BES37380 gb:601064570Fl NIH.MGCJO Homo sapiens cONA 24.4 

418408 AA219321 Hs.173294 ESTs 24.4 

416186 W87575 Hs.259177 ESTs 24.4 

416906 AA333990 Hs.80424 coagidalton factor Xll). A1 polypepfide 24.4 

453857 AIJ080235 Hs.35661 DKFZP586E1 621 protein 24.4 

439706 AW872527 Hs.59761 ESTs 24.4 

441619 NM.0140S6 Hs.7917 DKF2P564K247 protein 24.4 

417198 F11533 Hs.81634 ATP synthase. H^- transporting. mitoctwndrialFOoomp 24.3 

433662 W07162 Hs.150826 CATX-fl protein 24.3 

453986 M13232 Hs.36989 coagulafion factor VII (serum prolhromtjln conversion a 24.3 

457123 AA770021 Hs.18332 ESTs 24.3 

433864 AA931550 Hs.192785 ESTs 24.3 

409865 AW502208 gb:UI-HF.BR0Mu-fr<J9-0-Ulj1 NIH_IWGC_52 Horn 24.3 

448175 BE296174 Hs.225160 Homo sapiens cDNA FU1 3102 fis, dona NT2RP3002 24.3 

406277 predicted exon 24.3 

451957 AI796320 Hs.10299 Homo sapiens cDtWFU13545 fis, done PLACE1 006 24.3 

408802 AU)48269 Hs.288544 Homo sapiens cDNA: FU 20882 fis, clone ADKA0320 24.2 

401757 predicted exon 24.2 

444751 A1207406 Hs.11866 hypothetic^ protein PR01 197 24.2 

408547 AW245e31 gb:2822937.5primeNIH MGC 7 Homo sapiens cDNA 24.2 

418870 AFU7204 H3.89414 chemokine (C-X-C moliO. receptor 4 (fusln) 24.2 

436913 AA789074 Hs.l87478 ESTs 24.2 

434745 AW974445 Hs.185155 ESTs. Weakly similar to HuEMAP[H.8apiensl 24.2 

451743 AW074266 Hs.23071 ESTs 24.2 

421853 AL1 17472 Hs.108924 DKFZP586P1422 protein 24.2 

407926 AW956382 Hs.59771 ESTs 24.1 

413973 BE279858 H3.128417 Homo sapiens cDNAFUl4009 fis. done Y79AA1002 • 24.1 

439078 AF085936 gb:Homo sapiens full length insert cDNA done YR58F 24.1 

401913 predicted exon 24.1 

435138 BE314734 gb:601 152976F1 NIH JflGCJ9 Homo sapiens cDNA 24.1 

405311 predicted exon 24.0 

413127 BE065529 Hs.83464 SRY (sex determlnino region Y)-box 4 24.0 

430793 M83181 Hs.247940 54iydnixytryptamtne (serotonin) receptor 1A 24.0 

434445 AI349306 Hs.11782 ESTs 24.0 

418166 AI754416 Hs.260O24 Cdc42 effector protein 3 24.0 

431971 BE274907 Ks.77385 myosin. T^ht polypeptide 6, alkali, smootli muscle and n 23.9 

401167 predicted exon 23.9 

454163 AW175997 gb:QV&BT0078-190899-005-E02BT0078Homosapi 23.9 

403306 Nl\4.006825 Hs.743&8 transmembrane pmtein (63kD}, endoplasmic reticutum/ 23.9 

410627 AA181339 Hs.929 myosin, heavy polypeptide 7. cardiac musde, beta 23.9 

450796 NIA_001988 Hs.25482 envoplakin 23.8 

442199 BE277633 Hs.28fi027 etoposlde-lnduoed mRNA 23.8 

402699 predicted exon 23.8 

426143 BE379836 Hs.l67106 proteasome (prosome, macropain) subunlt, alpha type. 3 23.8 

437592 NM.003851 Hs.5710 - cellular repressor of El A-stimutated genes 23.8 

433598 A1762836 Hs.271433 ESTs. Moderately similar to ALU?_HUMAN ALU SU 23.8 

401088 predkitedexon 23.8 

445924 AI264671 Hs.164166 ESTs m 

420902 AA742277 gb:ny28e09.s1 Na.CGAP_G(»l Homo sapiens cON 23.8 

426369 AF134157 Hs.169487 Kreisler (mouse) makelated leucine zipper homdog 23.8 

458698 AW452189 Hs.257528 ESTs 23.7 

422048 Nli4_012445 Hs.288126 spending extracellular matrix protem 23.7 

413460 R61610 Hs.21527 ESTs. Weakly similar to KiAA091 8 protein [H.sapisns 23.6 

401575 predicted exon 23.6 

431822 AA516049 gb:ng65d01.sl Na,CGAP„Up2 Homo sapiens cONA 23.6 

427276 AA400269 Hs.49598 ESTs 23.6 

417069 AA442192 Hs.81097 cytodiromec oxidase subunllVllI 23.5 

400161 predicted exon 23.5 

417190 tiM_001359 H3.81548 2.4<fienoyl CoA reductase 1, mitodiondrial 23.5 

443667 AI129066 Hs.1354S7 ESTs 23.5 

413544 BE14722S gb:PM2-HT0225O3 1 299^0^1 1 HT0225 Homo sapie 23.5 

400685 predicted exon 23.5 

422090 W0534S Hs.293884 ESTs 23.4 

432517 AF275616 Hs.283Q98 PR domain containing 9 23.4 

405307 predctadexon 23.4 

416328 H48389 Hs.268886 ESTs 23.4 

427174 AA398848 Hs.97541 ESTs 23.4 

426148 AI751071 H5.167135 Homo sapiens CONAFU10728 fis. done NT2RP3001 23.3 

452544 AW851888 gb:CMKT0225-13109&<)34<105CT0225Hornosapie 23.3 

404890 predk:tedexon 23.3 

408725 AA13153g Hs.15669 ESTs 23.3 
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4283S2 AA426555 Hs,169333 ESTs m 

425349 AA42S234 HS.798S6 ribosa5i)hosphaleIsom8iasoA(rtt)ose5i}hosphateep 23.3 

422440 NM-004ei2 Hs.116724 a!do4cetoreduct3sefaniny 1, member B11 (aldose redu 23.3 

- 410962 BE273749 Hs752 FK50S*inding protein 1 A (12kD) m 

5 411796 AA807197 Hs.6918 ESTs 212 

458954 AW379075 Hs.l41742 Homo sapiens cDNAFUl 2211 fis, done MAMMAIO 23.2 

408896 Ai610447 Hs.48778 nlbanprotdn 23.2 

457024 AA397548 Hs.119151 ESTs 23.2 

414591 AI588430 Hs.55902 ESTs 23,2 

10 437846 AA773866 Hs.244569 ESTs 23.2 

401220 predicted exon 23.1 

421747 AI816224 Hs.107747 DKFZP566C243 protein 23.1 

452950 AA428123 Hs.7745 17kD fetal lirain protein 23.1 

414327 BE40814S Hs.185254 ESTs, Moderately simHar to NAC-I protein IR.norvegic 23.1 

15 405256 predicted exon 23.1 

452416 AA026115 Hs.114777 ESTs 23.1 

440684 AI253123 Hs.l27356 ESTs, Highly similar to NEST.HUMANNESTl [Usap 23.1 

445603 H08345 Hs.l05234 ESTs 23.1 

436306 AA805939 Hs.1 17927 ESTs 23.1 

20 434867 AF159442 Hs.103382 phospholipid scraml}lase 3 23.0 

404727 predicted exon 23.0 

407317 AI2D4033 Hs.271451 ESTs. VteaWy similar to AlU5J^UMAN ALU SUBFA ao 

405580 predicted exon 23.0 

437898 W81260 Hs.43410 ESTs 22.9 

25 448781 AW243419 Hs.254048 ESTs . 22.9 

457297 AW968188 Hs.290999 ESTs ' 2Z9 

405545 predicted exon 22.9 

431562 AI884334 Hs.11637 ESTs 22.9 

440703 AL137663 Hs.7378 Homo sapiens mRNA; cDNA DKFZp434G227 (from c 22.9 

30 439848 AW979249 gb:EST391359 MAGE resequences, MAGP Homo sap 22.9 

418149 AA811473 Hs.291877 ESTs 22.9 

439332 AW842747 1^.293314 ESTs. Highly s^lar to unnamed protein product [H.sa 22.8 

401566 predicted exon 22.8 

425078 NMJ02599 Hs.154437 phosphocfiesterase 2A, cGMP-stimulated 22.8 

35 406684 XI 6354 Hs.50964 cardnoembryonlc antigen-related ceD adhesion molecul 22.8 

421651 AWB60612 Hs.283586 ESTs 22.8 

421064 AI245432 Hs.101382 tumor necrosis factor, alpha-induced protein 2 22.8 

441249 AA971585 Hs.166250 ESTs 22.8 

457624 AA809159 Hs.287581 Homo salens cONAFU13544ns. done PLACE1006 " 22.8 

40 407395 AF005082 gb:Homo sapiens skin-spedfic protein (xp33) mRNA, p 22.8 

459006 AW298631 Hs.27721 hypotheScal protein FU20353 22.8 

436827 H72187 Hs.5322 guanine nucleotide binding protein (G protein), gamma 22.7 

41B174 U0688 Hs.83656 Rho GOP dlssodation inhibitor (GDI) beta 7Z7 

41B307 U70867 Hs.83974 solute carrier family 21 (prostaglandin transporter), mam 22.7 

45 456035 N54956 Hs.271726 ESTs 22.7 

457867 AA045767 Hs.5300 bladder cancer assodated protein 22.7 

440401 AI126341 Hs.143887 ESTs 22.7 

400126 predicted exon 22.7 

414931 AK000342 Hs.77645 Homo sapiens mRNA; cONA DKFZp761M0223 (from 22.7 

50 408719 A1832962 Hs.169476 glyceratd8hyde-3fhosphate dehydrogenase 22.6 

439875 W95357 Hs.l38860 Rho GTPase activating protein 1 22.6 

456058 N94587 Hs,55063 ESTs 22.6 

441926 AI015051 Hs.130953 ESTs 22.6 

428423 AU076517 Hs. 184276 solute carrier family 9 (sodHim/hydrogen exchanger), Is 2Z6 

55 438518 8E551958 H5.285823 immunoglobu&n heavy constant mu 22.6 

420B74 NM_000055 Hs.1327 butyryldiolineslerase 22.6 

422160 AW582898 gb'J307eO4.y1 Human Pancreatic Islets Homo sapiens c 22.5 

412408 D51103 Hs.73851 ATP synthase, Hftransportlng, mitochondrial FOoomp 22.S 

400964 predicted exon 22.5 

60 434360 AW015415 Hs.127780 ESTs 22^ 

427977 AW530727 Hs.181307 H3 histone, family 3A 22.4 

450339 AI693281 H3.54547 ESTs 22.4 

424059 AW451266 Hs.l07418 ESTs 22.4 

414626 BE410589 gb:601303308F1 N1H_MGC J 1 Homo sapiens cDNA 22.4 

65 401991 predicted exon 22.4 

419741 NM_007019 Hs.93002 ublquitin carrier protein E2-C 22.3 

457952 U25750 Hs.2107B3 Humanchromosome 17q21 mRNAdone 1046:1-1 2Z3 

422597 BE245909 Hs.1 18634 ATP-binding cassette, sub-family B (MDR/TAP), mem 22.3 

429504 X99133 Hs.204238 lipocalln 2 (oncogene 24p3) 22.3 

70 447306 AI373163 Hs.l70333 ESTs 22J 

424966 AU077312 Hs.1 53985 sdute carrier family 7 (cationic amino add transporter. 22.3 

422739 H20106 Hs.119591 adaptor-related protein complex 2, stgma 1 subunit 22.2 

432504 AL121015 Hs.277704 oxygen regulaled protein (150kD) 2Z2 

423804 AW403448 Hs.1706 interferon^timuIatedtr3fiscriptiontactcr3,gamma(48k 2Z2 

75 404683 A1924294 Hs.l73259 uncharactarized bone manow protein BM033 22.2 

441624 AF220191 Hs.179566 uncharactBrtredhypoflialamus protein HSMNP1 22^ 

425751 T19239 Hs.1940 crystalTm. alpha B 22.2 

452976 R44214 Hs.101189 ESTs 22.2 

414642 AA150350 gbzI03h01/1 Soares_pregnanLutsrus.NbHPU Homo 22.2 

80 437452 AL390127 Hs.7104 Homo sapiens mRNA; cONADKFZp761P06121 (from 22.2 

417426 NM.002291 Hs.82124 Mntn,beta1 22.2 

414774 X02419 Hs.77274 plasminogen activator, urokinase 22.1 

424631 AA688021 Hs.179806 ESTs 22.1 

413987 AW204431 Hs.1 17853 ESTs 22,1 
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400174 preactedexon 22.1 

431837 T79326 ' Hs.298262 ESTs,WfeaWy similar to dJSajai lasapiens] 2^1 

401628 predictBdexon 22.1 

418374 AJ011916 Hs.84359 hypolheOcal protein 22.0 

5 429297 X82494 Hs.l388e2 fibUEn2 22.0 

403508 predicted exon Z2.0 

432638 AI017717 Hs.126525 chromosoma 21 open reading frame 15 22.0 

407382 AA503620 gbj)e49b0afi1 Na_CGAP_0E)3 Homo sapiens cONA 22.0 

411492 T46848 Hs.70337 immunootobulinsupeifamlly. member 4 22.0 

10 420185 AUmOSS Hs.158047 ESTs 22.0 

409545 BE296182 flb:601177324F1 Nia>iGC J 7 Homo sapiens cONA 22.0 

42S662 AA879474 Hs.122710 ESTs 22.0 

424247 X14008 Hs.234734 (ysozyme (renal amyloidosis) m 

443062 N77999 H3.8963 Homo sapiens mRNAfijfllenglh Insert cDNA done EU 21.9 

15 422447 AA310711 Hs.124340 ESTs 21.9 

421574 AJ000152 Hs.105924 defensin. beta 2 21.9 

435302 AI07625g Hs.190337 ESTs 21.9 

414527 BE241739 Hs.76359 calalase 21.9 

441436 AW137772 Hs.185980 ESTs 21.9 

20 454178 AW177274 gb:CM2-CT0128-23089M0&^2CT012BHomosaple 21.8 

448838 BE614761 gb:601 281 333^1 NIH_MGC_39 Homo sapiens cDNA 21.8 

427889 At400S88 Hs.l81046 dual spedftdty phosphatase 3 (vacdnta vinjs ptK}sphat 21.6 

441114 AA917466 Hs.126500 ESTs 21.8 

^_ 451831 NM_001674 Hs.460 activating transcription factor 3 • 21.8 

25 405600 predicted exQQ 21,8 

446981 AI652743 Hs.197497 ESTs 21,8 

432839 AA579465 Hs.287332 ESTs 21.8 

405208 predicted exon 21.8 

435025 T08990 Hs.4742 anchor attachment protein 1 (Gaal p. yeast) homolog 21.7 

30 413976 BE295452 Hs.7565S procollagen-proline. 2-oxoglutarate 4-dioxygenase {pro 21.7 

423515 AA327017 Hs.162204 ESTs 21.7 

452329 N36626 Hs.29106 mitogen-activated protein kinase phosphatase x 21.7 

423050 AA320g46 gb:EST23529 Adipose tissue, brown Homo sapiens cD 21 .7 

413679 BE156765 gb:RC1.HTO37O.12010{W)12-cO9 HT0370Homosapie 21.7 

35 442166 AW84S280 Hs.204723 ESTs 21,6 

445585 A1243836 Hs.147066 ESTs 21.6 

406160 predicted exon 21.6 

433025 ' AA374743 Hs.279920 tyrosine 3-monooxygenase/tryptophan 5mnooxygenas 21.6 

446598 AW250546 gb:282t774.5prime NIH_MGC_7 Homo sapiens cONA 21.6 

40 434493 AA635305 Hs.l21S74 ESTs 21.6 

429582 AI569068 Hs.22247 ESTs 21.6 

403796 predicted exon 21.6 

405028 predicted exon 21.6 

426597 AA382250 Hs.U5601 ESTs 21.6 

45 437308 AA749417 Hs.292353 ESTs 21.6 

447334 AI377221 Hs.40528 ESTs 21.6 

429080 AW13gi55 Hs.194995 tiypothetical protein DKFZp434O0320 21.6 

437068 AA743643 Hs.291427 ESTs 21.6 

418509 AB028624 Hs.85539 ATP synthase, H+ transporting, mitochondrial FOoomp 21.5 

50 432999 BE294029 Hs.279903 Ras homolog enriched in brain 2 21.5 

407663 NM.016429 Hs.37482 C0PZ2 for nondathrin coat protein zeta^OP 21.5 

446627 At973016 Hs.l5725 hypotheScat protein S6Bi48 21.5 

413605 BE152644 gb:CM1-HT0329-250200-12&l09HT0329Homosapie 21.5 

427286 AW732B02 Hs.2132 epidermal growth factor receptor pathway substrate 8 21.5 

55 405226 predicted exon 21.4 

402570 predicted exon 21.4 

457960 AA771881 Hs.298149 ESTs 21.4 

400684 predicted exon 21.4 

425943 H45986 Hs.31861 ESTs 21.4 

60 434240 AF119912 Hs.258119 hypothetical protein PRO3073 21.4 

448376 A1494332 Hs.198g63 ESTs 21.4 

408089 H59799 H5.42644 &iloredoxin4ike 21.4 

400304 AF005082 Hs.113261 Homo sapiens skirv-spedfic protein txp33} mRNA, part 21.4 

412652 AI801777 Hs.6774 ESTs 21.4 

65 428373 AI751656 Hs.183986 pdiovims receptor-related 2 (herpesvirus entry mediate 21.3 

416138 C16946 H5.79026 myeloid leutcemia factor 2 21.3 

425184 BE2782&8 Hs.155048 Lutheran blood group (Auberger b antigen Induded) 21.3 

411028 AW8137Q3 gb:RC3^T01 97-1 301 004)1 44i09ST01 97 Homo sapien 21.3 

_^ 417438 Z43989 H5.82141 Human done 23612 mRNA sequence 21,3 

70 417534 NM_004998 Hs.82251 myosinic 21.3 

427767 AI879283 Hs.1 80714 cytochrome c oxidase subunil Via polypeptide 1 21.2 

433300 AA582307 gbjin49d09.sl Na_CGAP_Kid6 Homo sapiens cONA 21.2 

452081 AI074259 H5.469 succinate dehydrogenase complex, subunit A, flavoprot 21.2 

__ 411939 AI365585 Hs.146246 ESTs 21.2 

75 435080 AI4ZZ719 Hs.233349 ESTs. Weakly simliar to fork head like protein [H-saple 21.2 

432412 AI470549 Hs.162201 ESTs 21.2 

407491 S82769 gb:GABAA receptor garrnia 3 subunit [human, fetal bra 21.2 

418950 NM„004494 Hs.89525 hepatoma<Jerived growth factor (high^noWlity group p 21.1 

„^ 426254 BE018103 Hs.168541 Homo sapiens mR^^Ayl length Insert cONA done EU 21.1 

80 458188 AW2g7226 Hs.137840 ESTs, Moderately similar to SIX1_H.UMAN H0ME06 21.1 

406215 predkited exon 21.1 

425461 AK00O6O2 Hs.l57938 hypothetical protein FU20S95 21.1 

446296 BE622756 Hs.1094g Homo sa(tocONAFU14162 lis. done NT2RM40Q2 21.1 

409415 AA579258 Hs.6083 HomosaptenscDI^ FU21028to,doneCAE07155 21.1 
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408M6 W49512 Hs.4e348 bradykinin receptor Bl 21.1 

450008 H52970 HsJ6588 WAP fouTHdisuISde core domain 1 21.1 

4309M AF128847 Hs,2O4038 cndolefliyterrfneNKnethyttmnsferase 21.1 

_ 43B901 ARJ85834 Hs.29036 ESTs 21.1 

5 440500 AA9721SS Hs.150308 ESTs 21.1 

413101 BE065215 gb:RCl-BTO314^1O30^O15^ BT0314 Homo sapfe 21.1 

447452 BE61B258 Hs.1O2460 ESTs 21.1 

412446 AI768015 Hs.92127 ESTs 21.1 

^_ 418975 T75496 Hs.296380 ESTs 21.0 

10 454961 AW847807 gb:lLW;T0213.19020W)4&£12CT0213Homo8apien 21.0 

401072 prsdictedexon 21.0 

401204 predtctedexon 21.0 

433826 AF078859 Ks.86347 hypothefoat protein 21.0 

418047 R37633 Hs.4847 ESTs 21.0 

15 443380 AI792478 Hs.135377 ESTs 21.0 

427424 AA402453 Hs.113011 ESTs 21.0 

433412 AV653723 Hs.81B5 CGI-44 protein; sulfide dehydogenase Eke (yeast) 21.0 

422599 BE387202 Ks.118638 non^netastaticceBsl. protein {NM23A} expressed in 20.9 

435656 R93409 Hs.1207S9 ESTs 20.9 

20 413745' AW247252 Ks.75514 nucleoside phosphorylasd 20.9 

418874 T60872 9b.7b72hll.sl Stratagene ovary (937217) Homo sapien 20.9 

452574 AF127481 Hs.35093 tyrnphotd blast crisis oncogene 20.9 

400332 S66407 Hs.248032 aT4 205 

402421 predicted exon 205 

25 427138 N77624 Hs.173717 phosphafidic 9cid phosphatase type 2B 20.9 

432038 AA524746 Hs.162110 ESTs ' 20.8 

423711 AF059194 Hs.131953 v-maf musculoaponeuroticfibfosarccma (avian) onooge 20.8 

402297 prsdictedexon 20.8 

405133 predicted eaccn 20.8 

30 436661 AI12S270 Hs.128069 ESTs. Weakly simitar to similar to coli^en [Cetegansl 20.8 

437836 6E2692gi Hs.292458 ESTs 20.8 

437329 AA811977 Hs.291761 ESTs 205 

445830 H10451 Hs.42656 Homo sapiens cDNAFU12667 lis, done NT2R^M002 205 

406824 AW515961 Hs.84298 C074 antigen finvariantpotypeplide of major histocom 20.7 

35 421271 AW170057 Hs.133179 ESTs 20.7 

400256 predicted exon 20.7 

414028 AA782576 Hs.4944 Homo sapiens cONAaJ12783 lis. done NT2RP2001 20.7 

456728 AL120077 Hs.l22967 kelcfi {Drosophi!a).iike 2 (Mayven) 20.7 

• 417707 A1^5786 Hs.82425 actin related protein 2/3complex, subunit 5 (16 kD) 20.7 

40 438713 H16902 Hs.6749 ESTs 20.7 

450306 AI^BOOBO Hs.24766 DKFZP564E1 962 protein 20.7 

438898 AI819863 Hs.l06243 ESTs 20.7 

403273 predtetedexon 20.7 

414605 BE390440 9b:601283B01F1 NIH_MGC_44 Homo sapiens cDNA 20.7 

45 401283 predicted exon 20.7 

403703 predtetedexon 205 

416969 AI815443 H5.283404 organic cation transporter 205 

442400 AW381148 Hs.3593 ESTs 205 

447563 BE536115 Hs.1 60983 ESTs 20.5 

50 419754 H52299 Hs.75243 bromodomaiiH»ntaining 2 205 

408204 AA454501 H5.43866 protein tyrosine phosphatase type (VA. member 3 205 

450507 AW295603 Hs.250891 ESTs 205 

429612 AF062649 Hs.252587 pituitary tumor-transforming 1 205 

413758 BE162391 gb:PM2-HT045l-090100^2.f04HT0451 Homosapie 205 

55 432140 AK000404 Hs.272688 hypothetical protein FU20397 205 

400642 predtetedexon 20.4 

431582 R)7136 Hs.261828 G protein-coupted receptor kinase 7 20.4 

442724 AA355525 Hs.159604 cysteinyl-lRNA synthetase 20.4 

417861 AA334551 Hs.82767 sperm specific antigen 2 20.4 

60 402946 predicted exon 20.4 

411004 AW813242 9b:MR3«T019l-02020(>-207-g10ST0191 Homosaple 20.4 

435478 AA682622 gb:z|20f09.s1 SoarBsJelaI_Dverjsp!eenJNFLS_S1 Ho 20.4 

447955 BE544271 Hs788390 Homo sapiens cONA: FU22795 fis. done ICAIA2543 20.3 

433592 NM.004642 Hs5436 deleted in ctbI cancer (mouse, homolog) 1 20.3 

65 420865 N73241 H3.IOOOOI solute canler family 17 (sodium phosphate], member 1 20.3 

449482 AI784266 Hs.28774 ESTs 20.3 

400807 predicted exon 20.3 

419942 U25138 Hs.93841 potassium large conductance catetum-actrvated channel 20.3 

420783 AI659838 Hs.99923 lectin, galactoslde4)inding. sotubla, 7 (galectin 7) 20.3 

70 402986 BE244588 Hs.6456 chaperonincontalnif^TCPI, subunit 2 (beta) 205 

451375 .Af792066 Hs.283902 Homo sapiens BAC done RP11 -481J1 3 from 2 205 

453566 AA248089 Hs.50841 ESTs, Weakly similar to tufteIin[MjTUSCulus] 205 

433030 Ar72Q050 Hs.145362 tmrnortaQzatbrHipregutated protein ^ 205 

425053 ARK6024 H$.1 54320 uWquitin-activating enzyme E1C(homoiogous to yeast 205 

75 412802 U41518 Hs.74602 aquaporin 1 (channel-fonning integral protein. 28kO) 205 

409738 BE222975 Hs.56205 tnsuQn induced gene 1 205 

428245 AF151048 Hs.lB3160 fiypotheflcal pmtetn 20.2 

412582 BE270S31 Hs.74077 protsasom8(prosomB,macrapain) subunit alpha type, 6 20.2 

406207 predated axon 20.2 

80 400931 predtetedexon 20.2 

410709 AL122109 Hs.65735 Homo sapiens mRNA;cONADKFZp434H^l 827 (from 20.2 

428438 NM.W1955 Hs.2271 endotheEn 1 20.2 

446918 AL135125 Hs.13913 KIAA1577 protein 20.2 

417821 BE245149 Hs.82&43 protein tyrosine kinase 9 20.2 
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429113 D28235 Hs.1 96384 prosta^andiiventtopefoxtde synthase 2 (pro^^ 20.2 

414511 AA14e72S Hs.12969 hypotheScal protein 2(X2 

451546 AF051762 H&265e4 Homo 6a(^ done CDABP0038mRNA sequence 2ai 

_ 441899 AI372588 Hs3022 TU3A protein 20.1 

5 425811 ALJ039104 Ks.159557 karyopheiln alpha 2 (RAG cohort l.bnporlmetphal) 20.1 

411014 AW816a72 ob:MRJ5T022W)7010W)21+07ST0220Homosaple 20.1 

451400 BE160479 gb:QV1-HT0413-2102004}81^Hr0413Homo8api 20.1 

459247 N46243 Hs.110373 ESTs 20,1 

441S33 AW958544 Hs.112242 ESTs 2ai 

10 427466 AA523543 Hs.7678 cettular rethoic a^ndtng ptotdn 1 2a0 

406693 M22406 gb:Hum3nintesGnaI(mn:inmRNA, partial cds, done SM 20.0 

406268 predicted exon 20.0 

403348 predicted exon 20.0 

400970 predicted exon 20.0 

15 414045 NM_002951 Hs.76722 ribophoiinll 20.0 

427169 AA398823 Hs.97549 EST 20.0 

405586 predicted exon 20.0 

445634 AI913290 Hs.145532 ESTs, Weakly slmSar to Gag potypretein [Mjnusculus 20.0 

422525 AA758797 Hs.192807 ESTs 20.0 

20 425383 083407 Hs. 156007 Down syndrome critical region gene 1 -like 1 20.0 

454590 AWB09762 Hs.222a56 Homo sapiens cDNAFU 11 572 ns, done HEMBA1 00 20.0 

411529 AA430348 Hs.288837 HomosapienscDNARJl2927fis.doneNT2RP2004 20.0 

425397 J04088 HS.1S6346 topoisomersse (DMA) II alpha (170kD) 20.0 

403234 predicted exon 19.9 

25 427267 AI201185 Hs.119164 ESTs 19.9 

400203 predicted exon 19.9 

449296 AL137257 Hs.23458 Homo sapiens mRNA;cONA0KFZp434C1 61 3 (bom 19.9 

406704 M21665 Hs.929 myosin, heavy polypeptide 7, cardiac muscle, beta 19.9 

423083 AA321774 Hs.10941 ESTs. Weakly similar to I PPl. HUMAN PROTEIN PH 19.9 

30 422112 BE540240 Hs.111783 Lsmi protein 19.9 

413282 BE076159 gb:Ct^T0615-140200-17&^6BT0615Homosap!e 19.9 

453702 AA037637 Hs.42128 ESTs 19.9 

403065 predicted exon 19.9 

^_ 440633 AI14G586 Hs.263320 ESTs 19.9 

35 456994 AA383623 Hs.293616 ESTs 19.9 

458260 R41782 Hs.22279 ESTs 19.9 

452388 BE01969& Hs.292a7 reiinoUastoma^lndlng protein 8 19.9 

422278 AF072873 Ks.114218 frizzled (Drosophila) homolog 6 19.9 

^. 441989 AA306207 Ks.286241 Homo sapiens cONA:RJ22698rts, clone HSI12044 19.9 

40 418758 AW959311 Hs.87019 ESTs 19.9 

406646 M33600 Hs.180255 major histocompatibility complex, dass II, DR beta 1 19.8 

433053 BE301909 Hs.279952 glutathione S^ansferasesubunit 13 homolog 19.8 

414194 BE175494 H$.75811 N-acylsphlngosine amklohydrolase (add ceramldase) ' 19.8 

^_ 452321 AW84449B H5.289052 Homo sapiens LENGSmRNA, variant C, partial sequen 19.6 

45 449713 AW027025 Hs.239252 ESTs 19.8 

458827 AW970786 Hs.178470 Homo sapiens cONA:FU22662 lis, done HSI08080 19.8 

414092 Z14244 Hs.75752 cytochrome c oxidase subunitVIIb 19.8 

441730 AI243276 Hs.149017 ESTs 19.8 

420701 N42919 Hs.88630 ESTs. Weakly similar fc)A(X07228 1 R31 665 2 [Ksap 19.8 

50 403642 predicted exon 19.8 

408987 H85615 gb^tOSflLrl Scares retina N2b5HR Homo sapiens cD 19.8 

446712 AW204789 Hs.209828 ESTs 19.8 

403286 predicted exon 19.8 
434439 AI022360 Hs.190583 ESTs 19.8 

55 404067 predicted exon 19.7 

455694 eE067300 Gb:PM2-BT0349-1612994}01-h10 BT034g Homo sapie 19.7 

403287 predicted exon 19.7 
434633 AI189587 Hs.120915 ESTs 19.7 
408199 AA13'2637 Hs.15396 ESTs 19.7 

OO 420080 M9406S Hs.9492S dihydreorotate dehydrogenase 19.7 

408852 AW29t435 Hs.254961 ESTs 19.7 

403786 predicted exon 19,7 

416839 H94900 Hs.17882 ESTs 19.7 

^_ 434385 AA631946 Hs.259580 ESTs 19.7 

65 446845 AI343645 Hs.156108 ESTs 19.7 

425612 BE004257 gb:CMO-BN0103-160300'296^ BN0 103 Homo sapl 19.7 

402520 predicted exon 19.6 

436098 R2Q597 Hs.9739 ESTs 19.6 

438974 AF089816 Hs.6454 chromosome 19 open reading frame 3 19.6 

70 447751 AA339541 Hs,24956 hypothetical proton FU22056 19.6 

451310 AW2S0651 Hs.26213 ESTs. lUtederately similar to dJ447F3.3[H,saptens] 19.6 

435961 BE293127 Ks,283722 GHI protein 19.6 

452937 BE410390 Ks.286940 five^pan transmembrane protein M83 19.6 

404850 predicted axon 19.6 

75 438360 H74149 Hs,288193 hypothetical protein FU 10375 19.6 

436508 AW604381 Hs.121121 ESTs 19.6 

430486 BE062109 Hs.241551 chloride dianrwl,catdum activated. famBy member 2 19,6 

407824 AA147884 Hs.9812 ESTs 19.6 

40638B predicted exon 19.6 

80 430204 AA618335 Hs.146137 ESTs. Weakly simitar to putative [&degans] 19.5 

457560 AI801934 Hs.163909 ESTs 19,5 

429521 BE048708 Hs.50949 ESTs 19.5 

429758 AW137722 Hs.246804 ESTs 19.5 

441473 AA334935 Hs.184846 ESTs. Weakly simitar to R28830 1 [asapiensj 19.5 
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411724 AA770559 Hs.71618 polymerse[RNA)U(O^U(flrect8(0 polypeptide 19-5 

450453 AA0098B3 Ks50186 ESTs 19^ 

419687 AI638659 Ks.227699 ESTs.WeaMyGtnin3rtoYhf217cp[S£erBvisiael 19.5 

_ 442162 AW294966 Hs.150849 ESTs m 

5 435056 AW023337 K5.5422 gtya)proteln MSB 19i 

417412 X16896 Hs.82112 intsileukin 1 receptor, type 1 19.5 

413825 BE299181 Hs75564 CD15l3nt^en 19.4 

422687 AW068823 Ks.119206 instfn^ growth txtor tending protein 7 19.4 

435551 AF212365 Hs.5470 IH7B receptor 19.4 

10 440069 BE617B92 H5.6895 acfin related protein 2/3 complex, sutuinlt 3 (21 kO) ' 19.4 

432277 A1669790 Hs.161825 ESTs 19.4 

428044 AA093322 Hs.182225 RNA binding moUf protein 3 19.4 

456064 AA256213 Hs.72010 ESTs 19.4 

424897 D63216 H5.153684 fKzzled^elated protein 19.4 

15 424673 AA345051 Hs594092 ESTs 19.4 

403852 preddedexon 19.3 

405699 pre<ficted axon 19.3 

433096 AU076B03 Ks.282975 carfooxytesteraso 2 (intesGno. Ovef) 19.3 

400344 NM_012368 Hs558574 . otfatofy rweplor, (amfly 2, subfamay C, member 1 19.3 

20 417501 AL041219 Hs.82222 senia domain, immunoglobuiindomaEn(lg), short basic 19.3 

400449 predicted axon 19.3 

453801 AL1 34751 Hs.23450 mRNA for FU00023 protein 19.3 

435849 BE305242 Hs.112442 ESTs. Weakly simOar to aDE.HUMAN CLAUOtN- 19.3 

454181 AW177377 gb:CAM-CT0129-190899^7He09 CT0 129 Homo sapie 19.3 

25 414807 AI738616 H3.77348 hydroxyprostaglandindeliydTogenase IS^NAO) 19.3 

406326 predicted exon 19.3 

421921 H83363 Hs.109571 translocase of inner mitociiondrial membrane 10 (yeast) 19.3 

416700 AW4g8958 Hs79572 catiiepsin D (lysosomal as party! protease) 19.2 

45B857 Ai627342 Hs.224601 ESTs 19.2 

30 405501 predated exon 19.2 

416601 R08652 Hs.20205 tiemogbbtn, beta pseudogene 1 19.2 

426600 NM.003378 Hs.171014 VGF nerve growth fxtor inducible 19.2 

425590 At9546B6 Hs.1 56321 beaded fiiament structural protein 2. phakinin 19.2 

^ _ 428151 AA422028 gb2v26g06j1 Soares_NhHIWPu SI Horoo sapiens cDN 19.2 

35 426420 BE3d3808 Hs.169829 KIAA11 80 protein 19.2 

414426 BE296906 Hs.182625 VAMP (vesicie-associated membrane proleIn)-associate 19.2 

404601 predicted exon 19.2 

403861 predated exon 19.2 

448363 BE174595 H3.366 6-pynjvoyltetrahydroplerin synthase ' 19.2 

40 406655 M21533 Hs.181244 m^or hbtocompatiblUty complex, ciass I. A 19.1 

435372 AA809591 Hs.106486 ESTs. Highly similartoCiKG_HUMANVOLTAGE-G 19.1 

413154 BE067870 9b:R(X)«T0362-021299^31-b06BT0362Homo&apte 19.1 

443021 AA368546 H5.8904 Ig super^Dy protein 19.1 

412975 T70956 Hs.75106 dusterin (complement lysis Inhibitor, SP-40.40. sulfated 19.1 

45 412633 AF001691 Hs.74304 peripIaWn 19.1 

402071 predicted exon 19.1 

410387 AI277367 Hs.47094 ESTs 19.1 

423961 D13666 Hs.136348 osteoblast specific factor 2 (fasdcDnl-like} 19.1 

407032 U73799 gbzHuman dynactin mRNA. partial cds. 19.0 

50 404034 predated axon 19.0 

456534 X91195 Hs.100623 phosphoSpase C, beta 3. neighbor pseudogene 19.0 

446599 Z97832 Hs.l5476 differentiatty expressed in FOC^ (mouse homolog) 6 19.0 

426410 BE298446 Hs.180372 Ba2-(ike1 19.0 

419518 AA528295 gb3ih26e06.s1 Na„CGAP_Pr3 Homo sapiens cDNAc 19.0 

55 457632 AW292151 Hs.1 12689 ESTs 19.0 

417138 AA193646 Hs.65771 Homo sapiens chromosome 19, BAG CIT-HSPCJ04F 19.0 

417933 X02306 Ks.82962 thymldylate synthetase 19.0 

458808 AW134832 Hs.246295 ESTs 19.0 

415660 DS6051 Hs.78888 diazepam binding Inhibitor ((aABA receptor modulator 18.9 

60 440919 AW291274 Hs.262826 ESTs 18.9 

423725 AJ403106 Hs.132127 hypothetical protein LOC57822 18.9 

401747 predicted exon 18.9 

454209 AW179083 gb:MR4^T0065-270899mA07 STD065 Homo sa;^ 18.8 

^_ 417661 T84155 Hs.16464 Homo sapiens cDNA: FU2 1351 fis. clone COL02762 18.8 

65 426499 C14937 Hs.11169 Gene33/Mig-6 18.6 

404240 predicted exon 18.8 

439718 AA307634 Hs.6650 vacuolar protein sorOng 4SB (yeast homofog) 18.8 

401789 predicted exon 18.8 

456952 AW44S081 H3.3014e9 ESTs 18.8 

70 439739 AI199391 Hs.l24464 ESTs 18.8 

437974 T74445 Ks.5957 Homo sapiens done 24416 mRNA sequence 18.8 

427490 Z95152 Ks.178695 mitogen-activated pmtein kinase 13 18.8 

443482 AW188093 Hs.250385 ESTs 18.8 

411420 BE390652 gb«)12B6B20F1 NiK>!GC.44 Homo sapiens cDNA 18.8 

75 435196 F35675 Hs.188128 ESTs. Moderately simHar to AiOJBjiUlwlANI!!! ALU 18.8 

417022 NM-014737 Hs.809O5 Ras assodatton (RaIGOS/AF-6) domain family 2 18.8 

413531 AL036958 Hs.75416 OAZ assodated protein 2 18.7 

428981 BE313077 Hs.93135 ESTs 18.7 

421598 AW530942 Hs.l06061 RDRNA4)lnding protein 18.7 

80 443907 AU076484 Hs.9963 TYRO protein tyrosine kinase binding proldn 18.7 

406754 AA477223 Hs.75922 bratn protein 13 18.7 

400661 predicted exon 1&7 

442638 AI088742 Hs.1 34713 ESTs 18.7 

434169 AA683752 Hs.179724 ESTs 117 
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424126 AA335635 KS.S5917 ESTs 16.7 

40B473 BE259039 HS.1S953 Ewing sarcoma breakpc^t region 1 la? 

401962 pmdidBdexon 16.7 

^ 447326 AW002252 Hs.201335 ESTs t8J 

5 453053 At807052 Hs.210361 ESTs tB.7 

403362 predidsdexon 18.7 

427697 T18397 Hs.18a372 BCL2-Iik8l 18.7 

402081 KB3363 Ks.103571 translocasa of tnnsr mitochondrial membrane 10(yeas() 16.7 

433785 BE044593 Hs.1 12704 ESTs 18.7 

1 0 405423 predicted exon 18.6 

429259 AA420450 Hs.292d11 ESTs 16.6 

444071 AI827808 Hs.1 10524 ESTs 18.6 

410512 AA085603 Hs.250570 ESTs 18.6 

440376 AI024452 Hs^36816 ESTs 18.6 

15 457353 X65633 Ks.248144 molanocorfin 2 receptor (adrenocofticotrDpic hormone] 18.6 

432749 NM_014438 Ks.278909 InterteuUn-l SuperfamBy e 18.6 

415602 F12920 H3.165575 ESTs 18.6 

407891 AM86620 Hs.41135 Gndonnrcin-2 18.6 

455910 Z43712 gb:HSC1JA121 normalized infant tirain cDNA Homo s 18.6 

20 426716 NM_006379 Ks.171921 sema domain, immunogloburin domain (Ig), short basic 18.6 

444246 K93281 Hs.10710 hypothetical protein FU20417 18.6 

428125 AA393071 Hs.182579 teuclne aminopeptidase ia6 

408457 predicted exon 18.5 

446625 A1333070 Hs.156141 ESTs 18.5 

25 423334 AKO00g06 Hs.127273 hypothellcat [irotein FU 10044 18.5 

423103 AA322029 gb:EST24665 terebellum II Homo saf»ens cONA en 18.5 

443549 Te9608 H5.16G01 ESTs laS 

419299 A131108S Hs.62406 Homo sapiens cDt4A: FLJ22573fis, done HSI02387 18.5 

411942 AW877015 gb:QV2-^^0010-25030a09W12PT0010Homosapien 18,5 

30 442440 BE464435 Ks.146180 ESTs, Weakly Mar to non^ptor protein tyrosine Ic 18.5 

454574 AW809109 gb:IWR4^T011 7-0701 Q0^27-aD4ST01 17 Homo saple 18.5 

454377 AA076811 gb:7B03C12 Chromosome 7 Fetal Brain cONAUbrary 18.5 

422365 AF035537 Hs.l15521 REV3 (yeast homologHIIca, catalytic subunit of DNAp 18,5 

421733 All 19671 Ks.1420 fibroblast growth factor receptor 3 (achondroplasia, tha 18.5 

35 420603 AB042636 Hs.4775 jundophflln3 18.4 

401373 predicted exon 18.4 

402292 predicted exon 18.4 

444118 AA456542 Hs.10326 ooatomer protein complex, subunitepsilon 18.4 

408310 AW1 79023 gb:PM3-ST0036-170899^1-e08ST0036Homosapifl 18,4 

40 411236 AW833752 gb:QV4-TT0008-13010(W77-b07TT0008Homosapte 18.4 

431405 At470895 Hs.252574 ribosomat protein LI Oa 18.4 

441408 AI733249 HS.126B97 ESTs 18.4 

453994 BE180964 Hs.165590 ribosomal protein 813 18.4 

444518 AI1B027B Hs.146884 ESTs 18.4 

45 402407 predicted exon 18.4 

404270 predicted exon 18.4 

409103 AF251237 Hs,112208 XAGE-1 protein 18.4 

415198 AW009480 Hs.943 natural knier cell transcript 4 18.3 

430771 BE387244 Hs.2664 flavin containing monooxygenase 4 18.3 

50 432636 AA340864 Hs.278562 daudin? 18.3 

433504 NM,014874 Hs.3363 KIAA0214 gene product 18.3 

415606 W70022 gb2d51e10j1 SoaresJetaLhearLNbHH19WHomosa 18.3 

401401 BE047878 Hs.99093 Homo sapiens chromosome 19, cosmid R28379 18.3 

420758 AW297536 H3.33053 ESTs 18.3 

55 457520 AA553495 Hs.l62254 ESTs 18.3 

432323 AK001409 Hs.274356 hypothetical protein FU 10547 18.3 

404750 predtded exon 18.3 

450645 AL1 17441 - Hs.25264 OKFZP434N126 protein 18.3 

445160 AI299144 Hs.150797 ESTs 18.3 

60 418461 BE242781 Hs.28a037 Homo sapiens cDNAFUl 2999 fis, done NT2RP3000 18.3 

401809 predicted exon 18.3 

458121 S42416 Hs.74647 Human T-cell receptor active atphaK^ainmRNA from 18.3 

435106 AA100847 Hs.193380 ESTs, Highly similar to AF1746001F-box protein Fbx 18.3 

448398 AW444655 H3.170838 ESTs 18.3 

65 428145 6E243327 Hs.182626 chromosome 22 open reading frame 5 18.2 

445302 AK001537 Hs,12488 hypothetical protein FU10575 18.2 

407352 H47850 Qb:yp76h12/1 Scares fetal fiver spleen INaS Homos 18.2 

413190 AA1 51802 Hs.40368 adaptor-rdalBd protein complex l.sigma 2 subunit 18.2 

436371 AI821912 Hs.1 13912 ESTs 18.2 

70 400965 predicted exon 18.2 

433427 AI816449 Hs.171889 chortnephosphotransferase 1 18.2 

427504 AA776743 Hs.191589 ESTs 18.2 

426759 AI590401 Ks.21213 ESTs 18.2 

__ 423792 AW135866 Hs,245854 ESTs 18.2 

75 406826 AW516005 Ks.84298 C074 antigen CtnvariantpdypepGde of m^htstocom 18.1 

406659 AA663985 Hs.277477 nu^ histocompatibBity complex, class I, C 18.1 

437453 A1761350 Hs.181391 hypotheOcal protein DKFZp761G21 13 16.1 

409276 AW3720g7 Hs.278429 hepatocellularc3rcinoma-assodatadan0gen59 18.1 

„^ 449628 A1697676 ■ Hs.197713 ESTs 18.1 

80 421043 BE379455 Hs,89072 ESTs 18.1 

442344 AI022925 Hs.301212 ESTs 18.1 

448744 AL135424 Ks.9469 phosphdnositd 3-phosphate tsnding protdn-1 18.1 

416062 AA724611 Hs.74427 p53iKfuced protein 18.1 

414500 W24087 H3.76285 DKFZP6G4B167 protein 16.1 
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427272 NM_(K)1096 Hs.174140 ATP dtrale lyase 18.1 

4039S4 precSctedexon 18.1 

433217 AB040914 Hs.278628 K1AA1 481 protein 18.1 

. 427902 AI809202 Hs.203343 ESTs, Weakly simiar to ce:ebrosldesulfotransferase[H 18.1 

5 449586 AI863918 Hs.195078 ESTs 18.1 

430826 U10061 Hs.248019 POU domain, dass 4. transcripGon factor 3 18.1 

414195 BE263293 gt).-601 144881F2NIH_MGCJ 9 Homo sapiens cONA 18.1 

416305 AU076628 Hs.7gi87 coxsackie vims and adenovfrus receptor 18.1 

41108B BE247533 Hs.1450S3 ESTs 1^1 

10 419407 AW410377 Hs.41502 Homo sapiens cONA: FU2 1276 fo. done COL01 829 18.1 

407938 AA905097 Ks.85050 phospttdamban 18.1 

449360 AI640623 Hs.25Z720 ESTs 18.1 

417286 AA122237 Hs,B1B74 microsomal glutathione S4ransferase 2 18.0 

405515 predicted cxon 18,0 

15 439319 AW016401 Hs.233476 ESTs 18.0 

419387 BE379356 Hs.90107 ceR mennbrane glycoprotein. 11 OO0OM(r) (surface anOg 18.0 

414015 AA340987 Hs.75693 prdytcarboxypepttdase' (angiotensinase C) 18.0 

447778 BE620592 Hs.71190 ESTs 18.0 

435523 T62S49 Hs.11090 high affmitylmmunogbbunnepsilon receptor beta sub 18.0 

20 429230 AF0B8991 Hs.198274 NAOH dehydrogenase (ubiqulnonel 1 beta subcomplex 18.0 

457822 AA970001 Hs.150319 ESTs 18.0 

442424 A1342715 Hs.12g569 ESTs, Moderately slmHar to B34087hypolt)et!ca) prole 18.0 

418394 AF13281B Hs.84728 Knjppel-Hke factor 5 (intesUnal) 18.0 

413477 AI815825 Hs.48756 ESTs, ModBratetysimflartoneuronal^TOPprotsinlM 18.0 

25 405277 predicted exon 18.0 

450192 AA263143 Hs.24596 RAOSI-interat^ protein 18.0 

442191 W951B6 Hs.8136 endothelial PAS domain protdn 1 16.0 

429490 AI971131 Hs.293684 ESTs. Wealdy similar to alternatively spliced produd u 18.0 

406744 AA554082 H3.279860 hypothetical protein FU20030 17.9 

30 425205 NM_005654 Hs.155106 receptor (caldtonIn)ac[ivity modifying protein 2 17.9 

414387 AL043148 Hs.186257 ESTs 17.9 

411611 AW864370 gbPM4-SN0016-1X500-004-h09SN0016Homosapie 17.9 

433882 U90441 Hs.3622 procoDagen-prdine. 2-<ixogtutar3la 4^!oxygenasa (pro 17.9 

414333 BE274897 gb:601122959F1 NIH_MGC_20 Homo sapiens cDNA 17.9 

35 403747 predicled exon 17.9 

435542 AA687376 Hs.269533 ESTs 17.9 

40X93 predicted exon 17.9 

412088 AI689496 Hs.10B932 ESTs 17.9 

450506 NM_004460 Ks.418 fibroblast aclivalion protein, alpha 17.9 

40 404763 predicted exon 17.9 

454633 AW811380 gb:mT0143-290999-019-005 ST0143 Homo sapien 17.9 

440788 Ai806594 Hs.128577 ESTs 17.9 
411800 N39342 Hs.S184 TH1 drosophfla homolog 17.9 
441361 BE253308 Hs.7797 TERFl (nVI)-intBracting nudear factor 2 17.8 

45 422033 AW245B05 Hs.1 10303 daudin 5 (transmembrane protein deleted in velocardiof 17.8 

405333 predicted exon 17.8 

408297 R17710 Hs.113314 ESTs 17B 

403036 predicted exon 17.8 

417924 AU077231 Hs.82932 cydin D1 (PRADIiparathyrdd adenomatosis 1) 17.8 

50 417091 AA193283 Hs.291990 ESTs 17.8 

440789 AB007857 Hs.7416 KIAAOSg? gene product 17.8 
438397 AA806478 Hs.123206 ESTs 17.8 
435948 AA702675 Hs.114135 ESTa 17.8 

_^ 450273 AW296454 Hs.24743 hypothetical protein FU201 71 17.8 

55 435969 W85773 Hs.191386 ESTs 17.8 

427031 AA397601 Hs.125147 ESTs 17.8 

454505 AW801365 gbJl5-UM0067-24030(M)50^1 UM0067 Homosapl 17.8 

403447 predicted exon 17.8 

^_ 433297 AV658S81 Hs.282633 ESTs 17.8 

60 443326 BE156494 Hs,188478 ESTs 17.8 

446283 AI340462 Hs.182979 ribosomal protein LI 2 17.8 

458067 AA393603 Hs.36752 Homo sapiens cDNA: f^J22834 fis, done KAIA431 4 17.8 

452359 6E187229 Hs.29206 Homo sapiens done 24659 mRNA sequence 17.8 

^_ 434098 AA625499 gb*.af69g08j1 SoaresJJhHMPu SI Homo sapiens cDN 17.8 

65 450911 AA011586 Hs.272097 ESTs 17.7 

410342 R31350 Hs.743 Fc fragment of IgE. high affinity I, receptor for; gamma 17.7 

407082 Z47055 gb:Human partial cONA sequence, famesyl pyrophosph 17.7 

415271 X94232 Hs.78335 mfcrotubule^odated protein, RP/EB family, merr^ber 17.7 

417413 AA197072 Hs.86092 Human DMA sequence from done RP11-243J 16 on chr 17,7 

70 408937 AA210734 Hs.291388 ESTs 17.7 

433459 AA593498 gb:nn27b05.8l NCI CGAP Gasi Homo sapiens cONA 17,7 

459536 AI254723 Hs.145496 ESTs 17.7 

428500 AI815395 Hs,184641 deltas fatty add desalurasa 17.7 

433453 R41963 Hs.4197 ESTs 17.7 

75 406537 predicted exon 17.7 

410003 AA079487 gb:zmg7f0a.sl Strat^er^ecdonHT^ (937221) Homo 17.7 

440857 AA907808 Hs.135556 ESTs 17.7 

451072 AA013451 Hs.117929 ESTs 17.7 

„^ 418693 AI750878 Hs.e7409 thrambospondii 1 17.7 

oO 443624 8E616129 Hs.g651 related RAS vlra) (r-ras) oncogene homotog 17.6 

422626 AA344932 Hs.1 18786 metatlothiondn 2A 17.6 

410756 AB037820 Hs.66159 KIAA1 399 protein 17.6 

436621 At266254 Ks.132929 ESTs 17.6 

453317 NM.002277 Hs.41696 keratin, hair, addici 17.6 
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456B28 AFlS68a9 Hs.146427 UM bomeobox protein 3 17.6 

421486 AW408800 Hs.104a59 hypoUtstlca] protein OKFZp762E1312 17.6 

428834 AW899713 Hs.10338 • ESTs 17.6 

- 451419 R36309 Hs.1743e9 EST 17.6 

5 448413 AI745379 Hs.42911 ESTs 17.6 

424323 AA3387gi Hs.146763 nascent-polypepSde-associated complax sdpha polypept 17.6 

423943 AF163570 HS.1357S6 potymerase (ONAKlirGcted) kappa 17.6 

439423 BE536678 Hs.147099 ESTs 17.6 

43402S AF114264 Hs.216381 Homo sapiens done HH409 unknown mRNA 17.6 

10 408248 N55669 Hs.43948 L13 protein 17.6 

441579 AW468847 Hs.127194 ESTs 17.5 

420867 NM_014183 Hs.100002 HSPC162 protein ^7.5 

453880 AL079647 Hs.14485 ESTs 17.5 

400202 predictBd exon 17.5 

IS 410768 AF0381&S Hs.66187 Homo sapiens done 23700 mRNA sequence 17.5 

409932 AI376750 H3.57600 adaptor-related proteffi complex l.sigmalsubunil 17,5 

425553 AFG84199 HS.29S837 ESTs 17.5 

440475 A]e07671 Hs.128343 ESTs 17.5 

^ 452767 AW014195 Hs.61472 ESTs, Weakly simaar to unknown [S.ceievisiae] 17.5 

20 410570 AI1330g5 HS.64S93 ATP synthase, H-^ transporting, rrtltodmlrial FIFO, su 17.4 

419600 AA448g58 Hs.91481 NEU1 protein 17.4 

419588 At347205 HS.9137S Human clone 23614 mRNA sequence 17.4 

428975 NKL004672 Hs.194694 mitogen-adivated protein kinase kinaise kinase 6 17.4 

448928 AI350260 Hs.5384 KamosaplenscDNAFU11743fis.doneHEMBA100 17.4 

25 403924 predicted exon 17.4 

419889 AA251600 gb:zs10d12.rf'^a CGAP.GCSI Homo sapiens cDNA 17.4 

405023 AW408800 Hs.104859 hypothetica) protatn DKFZp762E1312 17.4 

4260B5 N32049 gb:yw96Q08.s1 Soares_ptacenla.8to9weeks_2NbHP8to 17.4 

453199 AI336266 Hs.301854 Homo sapiens PRO0412 mRNA. complete cds 17.4 

30 455132 AW857955 gb:PM0^T0325-151299-002-A12CT0325Homosapi 17.4 

442932 AA457211 Hs.8858 bronuxlomain at^acent to zinc finger domain. 1 A 17.4 

432065 AA401039 Hs.2903 protein phosphatase 4 (formerly X), catalytic subunit 17.3 

444652 BE513613 Hs.11538 actin related protein 2/3 complex. subunltIA (41 kO) 17.3 

^. 417935 R53697 Hs.170044 ESTs 17.3 

35 430050 AA430g93 Hs.227913 APlMikel 17.3 

446272 BE268912 Hs.14601 hematopoietic ceQ-spedRcLyn substrate 1 17.3 

425996 W67330 HsX1256 SlOOcaldunvfalnding protein A4(caldum protein, calv 17.3 

416964 087467 Hs.80620 guanine nucleotide exchange fador for Rapl; M-Ras-re 17.3 

^. 437418 AI478954 Hs.59459 ESTs 17.3 

40 447255 AI884908 Hs.158607 ESTs 17.3 

402203 predicted exon 17.3 

417611 AW993g33 gb:RC1-BN0035-130400-013-a04BN0035Homosapie 17.3 

426560 AA381661 Hs.1 19878 ESTs 17.3 

446163 AA026B80 HS.2S252 Homo sapiens cDNAFUl3603fis, done PLACE1010 17.3 

45 445017 AI205493 Hs.176860 ESTs 17.3 

438658 AI222068 Hs.123571 ESTs 17.3 

442238 AW135374 Hs.270949 ESTs 17.3 

443195 BE148235 Hs.l93063 Homo sapiens cDNA FU 14201 fis. done NT2RP3002 17.3 

442609 Ali)20996 Hs.8518 selenoprotein N 17.2 

50 416591 AA091976 83.79387 proteasome (prosome, macropain) 26S subunlt. ATPase 17.2 

403674 predicted exon 17.2 

430514 AA318S01 Hs.241587 megakaryocyte-enhanced gene transcript 1 protein 17.2 

411696 AWB57404 gb.•CM3-CT0313-291199^&^:11 CT0313Homosaple 17.2 

434560 R13052 • Hs.3954 Homo sapiens done 24877 mRNA sequence 17.2 

55 422627 BE336857 Hs.118787 transforming growth fadof. beta-Induced, 68kD 17.2 

414364 D38521 Hs.75935 KtAA0077 protein 17.2 

409119 AA531133 Hs.4253 Gprotdn-coupled receptor 44 17.2 

425640 U34051 Hs.299204 ESTs, Highly sintilar to CD5S_HUIWAN CYCUN-OE 17.2 

436044 BE247571 Hs,15627 Nitprotein2 17.2 

60 401657 predk:tedexQn 17.2 

449763 AI822112 Hs.1 18241 ESTs 17.2 

409501 AF237621 H5.80828 keraSn 1 (eptdermolyffc hyperkeratosis) 17.2 

449636 A1656608 Hs.281328 ESTs 17.2 

444958 AW292643 Hs.167047 ESTs 17.2 

65 429978 AA249027 Hs.241507 ribosomal protein S6 17.2 

453043 AW136440 Hs.224277 ESTs 17.2 

456640 At284935 gb:qk55g09.x1 NCI CGAP.C08 Homo sapiens cONA 17.1 

456329 T41418 gb-4)h1h3 19/1TV Outward AliH)rimed hncDNA ta 17.1 

414839 X63692 Hs.77462 ONA (cytosln&*)-melhyltransferase 1 17.1 

70 403662 predicted exon 17.1 

411651 AW855392 gb:CM3^Q275-1910994)24o12CT0275Homosap{e 17.1 

404097 predicted exon 17.1 

447252 R90916 gb7n0le10.rl Scares addt brain N2b4HB55Y Homos 17.1 

430024 AI808780 Hs.227730 inlegrin. alpha 6 17.1 

75 412828 A1133398 Hs.74621 prion protein tp27-30] (Crsutzfetdgakob disease, Gerst 17.1 

444558 AW181975 Hs.165892 ESTs 17.1 

420869 XS8964 Hs.123$38 regulatory fador X. 1 (influences HlAdassil express! 17.1 

446812 H3077S Hs.22140 BM68 antigen 17.0 

431777 AAS70296 Hs.105470 found In brfiammalofy zone 1 17.0 

80 422007 AI739435 Hs.39168 ESTs 17.0 

403051 predicted exon 17.0 

402427 prsdidedexon 17X) . 

417408 F17211 Ks.e6092 iluman ONA sequence from done RP11-243J 16 on chr 17.0 

450598 AF151076 H3.25199 hypotheGcd protein 17.0 
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421121 AA459028 Hs.8&22B TR1AD3 protein 17.0 

458488 AL040565 Hs.20S544 ESTs 17.0 

417158 AW565223 Hs.n0062 ESTs, Weakly sirrto to ACR3J1UMAN 30 KDAOIP 17.0 

439318 AW837a46 Hs.6527 G protetivcoupled receptor 56 17.0 

5 428758 AA433388 Hs.98502 Komo sapiens cONAaj14303 6s. done PIACE2000 17.0 

447572 AI631546 Hs,t59732 ESTs 17,0 

434434 AA633516 Hs.157201 ESTs 17.0 

409994 D86864 Hs.57735 acetyl LOL receptor; SREC 17.0 

. 408927 AW295650 Hs.255453 ESTs 17.0 

10 439093 AA534163 Hs^76 serine protease Inhibitor, Kazsllype. 5 17.0 

454466 AAS8413d Hs.279895 Homo sapiens mRNA for KIAA1 578 protein, parHatcd 17.0 

426996 AW9&&934 Hs.173108 Homo sapiens cDNA:FU21 897 Its. clone HEP03447, 17.0 

436659 AI217900 Hs.144464 ESTs 17.0 

422731 AL13B411 ob:DKFZp434A1 229^ 434 (synonym: htesS) Homos 17.0 

15 429294 AA095971 Hs.1 98793 K1AA0750 gene product 17.0 

432847 BH266941 Hs.279554 proteasome (prosome. macropain) 253 subunll, norvAT 16.9 

416977 AW130242 Hs.293476 ESTs 16.9 

406827 AAS71409 Hs.84298 C074 antigen (Invariant polypeptide of major histocom 16.9 

453758 U83527 gb:HSU83527 Human fetal brain (M.l.ovetl) Homo sap 16.9 

20 431314 AI732204 Hs.105423 ESTs 16.9 

423185 BE299590 Hs.125078 ornithine decarboxylase anfizyme 1 16.9 

435086 AW975243 Hs.1 22596 ESTs 16.9 

447383 N24231 flb7x22a1 1/1 Scares melanocyte 2NbHM Homo sapie 16.9 

456251 R13326 Hs.21303 ESTs 16.9 

25 456327 H68741 Hs.38774 ESTs 16.9 

450594 N31036 gb:yxS1g04ji'$oares melanocyte 2NbHM Homo saple 16.9 

428177 AA423957 Hs.l78113 ESTs. Moderately similar to kinesin like protein 9 [M.m 16.9 

453250 AI346520 Hs.121619 chromosome 11 open reading frame 15 16.9 

418294 AF081739 Hs.83954 protein assodaled with PRKl 16.9 

30 446546 8E167687 Ks.158628 ESTs 16.9 

421100 AW351839 Hs.l24660 Homo sapiens cDNA: RJ21 763 fis, clone COLF6967 16.9 

455993 BE17g085 gb:RCX-HT0613-140300^21-d08HT0613Komo8apie 16.9 

459375 BE251770 gb:601112470Fl NIH_MGC_16 Homo sapiens cDNA 16.9 

454803 AW860148 Qb:RaM:T0379-29010(W)32-blO 070379 Homo sapie 16.9 

35 445474 A1240014 Hs.259558 ESTs 16.9 

443198 AI039813 gb:ox49d06j(1 Soares tota]_fetus_Nb2HFd_9w Homo 16.9 

441557 AW452647 Hs.270462 ESTs 16.9 

420206 M91463 Hs.95958 solute carrier family 2 (facitaledghjcose transporter}. 16.9 

442202 BE272862 Hs.106534 Homo sapiens cDNA: FU22625fis.ctane HSI06009 ' 16.9 

40 416913 AW934714 9b:RCl.DTC001^31299^11-all OTOTOl Homosapie 16.9 

419355 AA428520 Hs.90061 progesterone binding protein 16.9 

452975 M85521 H$.69469 dendriUc cell protein 16.9 

432525 AI796096 Hs.l03414 ESTs 16.8 

453718 All 19317 Hs.1 20360 phosphoep3seA2, group VI (cytosollc.caldum-indepe 16.8 

45 437270 R18087 Hs.11282 ESTs. Weakly similar to defl dp and palate transmemb 16.8 

408007 AW135965 Hs.246783 ESTs 16.8 

450954 AI904740 H3.25691 receptor (calcitonin] activity modifying protein 3 16.8 

402958 predicted exon 16.8 

445656 W22050 Hs.21299 ESTs. Weakly similar to AFl 51 840 1 Ca-82 protein (H 16.8 

50 410684 AA0B8500 Hs.170298 ESTs 16.8 

437669 AI35B105 Hs.123164 ESTs. Weekly similar to match to ESTs AA667999[H. 16.8 

447869 AW139113 Hs.164307 ESTs 16.8 

458025 AI275406 gb:qI53c10j(l Soares^NhHMPu.SI Homo sapiens cDN . 16.8 

445614 AV660763 Hs.110675 apollpoprotein C-IV 16.8 

55 454610 AW810224 gb:MR4-ST0 12502 11 994)1 7-e07ST0 125 Homo saple 16.8 

449303 AK001495 Hs.23467 hypolhetlcal protein FU 10633 16.8 

422105 AI929700 Hs.111680 endosulfme alpha 16.8 

444788 AI871122 Hs.202821 ESTs 16,8 

414057 AI815559 Hs.76730 sipal recognition parfide receptor fdocWng prot^l 16.8 

60 408822 AW500715 Hs.57079 Homo sapiens cDNAFU13267Gs. clone OVARCIXO 16.8 

433379 AA586366 Hs.190232 ESTs 16.8 

441552 AA937975 gb:oc08el2.s1 NCI_CGAP_GCB1 Homo sapiens cON 16.8 

403582 predicted exon 16.8 

433871 W02410 Hs.205555 ESTs 16.8 

65 439509 AF086332 Hs.58314 ESTs 16.8 

431639 AK000680 Hs.266175 phosphoprolfiln assodated with GEMs 18.8 

430129 6E301708 Hs.233955 hypotheUcal protein FU20401 16.6 

401465 (vedtcted exon 16.8 

448913 AA194422 Hs.22564 myosin VI 16.8 

70 410261 AF145713 Hs.61490 schwannomin interacting protein 1 16.8 

421199 BE244219 Hs.l02497 paxBEn 16.7 

450489 AI697990 Hs.224375 ESTs 16.7 

410186 AW602528 gb:RC5^0562-2601 00^1 1-A02 BT0562 Homo sapi 16.7 

447224 BE617125 gb:601441664FlNIH.MGC„65 Homo sapiens cONA 16.7 

75 403010 predicted exon 16.7 

404881 predicted exon 16.7 

445572 AI243445 Hs.l89654 ESTs 16.7 

419440 AB020669 Hs.904ig K1AA0882 protein 16.7 

_^ 443406 AI056238 Hs.143316 ESTs 15.7 

80 457901 AW207023 Hs,250497 ESTs, Highly similar to dJ745C2Zl (Ksapiens) 16.7 

448364 T08958 Hs.15561 HSPC141 proteh 16.6 

407239 AA076350 Hs.67848 leukocyte bnmunoglobuErvlike receptor, subfandy B ( 16.8 
401847 predicted exon 16.6 

429523 AK000788 Hs.205280 Homo sapenscONAFU20781 fis, done COL04235 16.6 
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432845 Ai989751 HS.1S0378 ESTs 16.6 

400246 predicted exon 16.6 

404971 predicted exon 1&6 

422954 AW998605 H&32399 ESTs. Weakly sfartOar to Similar to Ena-VASP tike prot 16.6 

5 415042 NM_006759 Hs.77837 UOP-fllucosa pyrophosphcrytase 2 16.6 

432201 At538613 Hs.135657 ESTs 16.6 

456993 AL134577 Hs^0302 ESTs 16.6 

456525 AW468a97 Hs.100000 S100catdurTv4MiisprotelriA8(caf^uIinA) 16.6 

444060 AA340277 Hs.10248 Homo sapiens cONAFU20167fis. done COL0951 2 16.6 

10 426928 BE4Q9838 H3.194657 cadtierinl.type 1.E-cadh8(in(epltheti8l) 16£ 

446199 A195327B KS.17GS57 ESTs 16.6 

443422 R102B8 Hs.301529 ESTs 16.6 

401117 predictedexon 16.6 

400513 predictedexon 16.6 

IS 431214 AA294921 Hs.250811 v-ral simian leukemia viral oncogene homologB(ras re 16.6 

431649 AL133077 Ks.266746 Homo sapiens cONA:aJ22615 lis, done KSI051 18 las 

421335 X99977 Hs.103505 ARS component B 16^ 

427154 AL137262 Hs.288991 Homo saittenscDNA:aJ22523fis, done HRC1 2507 15.5 

401010 predictedexon 16.5 

20 436678 BE512828 Hs.5273 t^H dehydrogenase (utdquinone) Fe^ protein 3 (30k 16.5 

401569 predicted exon 16.5 

402538 predicted exon 16.5 

430478 NM_014349 Hs.241535 TNF-inducitde protein CGI 2-1 16.5 

437623 D&3830 Hs.5719 chromosome condensaGon-relatedSMC-associated pro 16.5 

25 401244 predictedexon 16.5 

415167 AA1607e4 Hs.26410 ESTs ~" 18.5 

436291 BE514605 K5.28S092 Homo sapiens cDNA: aJ22380fis. done HRC07453, 16.5 

405183 predkited exon 16.5 

436480 AJ271643 Hs.87469 putative adcUenstng Ion channel 16.5 

30 456691 AI023428 Ks.205696 ESTs 16.5 

418332 R34976 Hs.78293 ESTs 16.5 

446052 AA35e760 gb:EST67699 Fetallung II Homo sapiens cDNA 7 end 16.5 

444859 AW449137 Hs.157487 ESTs 16.5 

437192 AW975786 hts.75355 ublquiOn-conjugating enzyme E2N(itomok>gous to yea 16.5 

35 400891 predictedexon 16.5 

448372 AW445166 Hs.170802 ESTs 16.5 

425798 AA364002 gb:EST74529 Pineal gland II Homo sapiens cONA S* en 16.5 

459253 AL157476 Hs.32913 HomosapiensmRNA;cONADKFZp751COa2 (frame 16.5 

420745 AW195932 Hs.197488 ESTs 16.4 

40 414717 BE271039 Hs.77060 proteasome (prosome, macTOpain) subunit beta type, 6 16.4 

400727 predated exon 16.4 

422691 NM.003365 Hs.1 19251 ubhfuinokytochromec reductase core protein I 16.4 

405639 predicted exon 16.4 

414444 BE298594 Qb-.601119754F1 NlH_MGC_17HomosapIe(\scONA 16.4 

45 456146 A1J034349 Hs.79005 protein tyrosine ptuisphatase. receptor type, K 16.4 

' 414610 BE388044 gb:6012B3747F1 NIH_MGC_44 Homo sapiens cONA 16.4 

414267 AL078459 Hs.289109 dimethytargtnlne dimethylaminohydrolase 1 16,4 

401268 predictedexon 16.4 

403613 predictedexon 16.4 

50 414203 BE262170 flb:601 1 504 1 9F 1 NIH_H^GC_1 9 Homo sapiens cONA 16.4 

454315 AW373564 Hs.251928 nuclear pore complex Interactbig protein 16.4 

452114 N22687 Hs.8236 ESTs 16.4 

404638 . predicted exon 16.4 

404600 predicted exon 16.3 

55 448855 AF070574 Hs.22316 Homo sapiens clone 24819 mRt4A sequence 16.3 

406629 AW277078 Hs.1B1165 eukaryotb translation elongation factor 1 alpha 1 16.3 

450957 BE515202 Hs.21497 Homo sapiens mRNA for FU 00042 protein, partial cds 16.3 

449966 K60542 Hs.37848 ESTs 16.3 

^ 402585 predictedexon 16.3 

60 436008 A1078426 Hs.58785 ESTs 16.3 

4ai492 predictedexon 16.3 

412288 NM_003005 Hs.73800 setectlnP (granule membrane protein 140kO, antigen C 16.3 

405088 " predictedexon 16.3 

' . 437345 BE259522 H5.5556 NADH dehydrogenase (ubiquinone) 1, alpha/bete subco 16.3 

65 432280 8E440142 H5.2343 signal recognition par6de19kD 16.3 

419598 BE379320 Hs.gi448 MKP-1 like protein tyrosine phosphatase 16.3 

428801 AW277121 Hs.254881 ESTs 16.3 

431394 AK000692 Hs.252351 HERV-H LTR-assodafing 2 16.3 

452998 BE019681 Hs.6019 Homo sapiens cDNA* FU21288 Rs. done COL01927 16.3 

70 439938 AI147392 * Hs.124607 ESTs 16.3 

418844 M62982 Hs.1200 aradiidonate 12-lipoxygenase 16.3 

.446081 AA972412 H5.13755 fto and WCMO domain protein 2 16.3 

443534 AI076123 gb:oy92e04.x1 Soares_fetaIJIver_spleen.lNaS_S1 H 16.3 

459510 AA076706 gb:7B01B02 Chromosome 7 Fetal Bran cDNA Library 16.3 

75 450517 AI523755 HS.S9236 ESTs, WeaHy similar to B35049 8nkyrin 1, erythrocyte 16.3 

451938 Ai354355 Hs.16&97 down-regulator of transcription 1,TBP-bindbig(n8gaftv 16.3 

454478 AW805749 gb:QV1.UM0105-180400-162-f10UM0105 Homo sap 16.2 

407214 AM12048 H3.279574 CGi-39 protein; cell deaUHegulatory protein GRIM1 9 16.2 

„^ 406580 predictedexon 16,2 

80 409452 BE336714 Hs.289271 cytoduomec-1 m 

416841 H33878 Hs.243495 heterogeneous nudear nlnnudeoprotdn A1 16,2 

458710 AV660856 gb:AV660856GLC Homo sapiens cONA done GICG 16.2 

450657 AK001579 Hs.25277 hypotheCcal protem FU21065 1^2 

. 404230 . predtotedexon 1&2 
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439471 W89B39 KS.5B033 ESTs \S2 

400&4B predicted exon 16.2 

423797 AA4g6205 Hs.193700 Honv}8apterGmRNA:cONA0KFZp58610324(fiomc 16.2 

416272 AA1 78882 gb:zp38b09.r1 Stratsgenemuscte 937209 Homo sapiens 16i 

J 444485 AI206592 H3.143843 ESTs 16.2 

431257 AF039597 gb:Homo sapiens Ku88 autoanSgen related protein 1 (K 16.2 

447775 BE179318 sb:RC1-HT0615-29030(M)21-g05KT0615Homosapte 16.2 

403633 predicted exon 16.2- 

444140 AV548089 Hs.282383 ESTs 16.2 

10 446102 AW16BQ67 Hs.2529S6 ESTs 16.2 

416475 T7029a gb:yd26g02.s1 Scares fetal Bver spleen INaS Homos 16.2 

430783 AW971248 Hs.291289 ESTs, Weakly stmllar to ALU 1 HUMAN ALU SUBFA 16.2 

414070 AW363763 gb:EST375856 MAGE resequences. MAGH Homo sap 16.2 

444283 AI138971 Hs.154636 ESTs 16.2 

15 405599 X92715 Hs,3057 zinc finger protein 74 {Cos52) 16.2 

409427 AW3B9668 gb:RC2.ST0168^7129W)iafl)6 ST0168 Homosapien 16.2 

409417 AA156247 Hs.295908 ESTs, WeaWy similar to ALU7_HUMAN ALU SUBFA 16.2 

435380 AA679a01 Ks.192221 ESTs 16.2 

406752 AI285598 Hs.217493 annexinA2 16.2 

20 40G036 F12200 Hs.5811 chromosome 21 open reading trame 59 16.2 

417551 AI816291 HS.82Z73 hypothetica] protein 16.2 

441252 AW360901 . Ks.1 83047 ESTs, Weak^ similar to unnamed protein product [H.S 16.2 

419608 AL037237 Ks.91586 transmembrane 9 superfamlly member 1 16.1 

438894 AI630819 Hs.300431 ESTs 16.1 

25 4512B7 AK0021S8 Hs.26194 hypofheOca) protein RJ 11 296 16.1 

412499 AW956916 Hs.11238 K1AA0622 protein; Drosophlla 'mutflple asters* (Mast 16.1 

433355 AI808235 Qbwf44€01jc1 Soares_NFl^T GBC.SI Homosaplen 16.1 

416818 Aig86406 Hs.204766 ESTs. Weakly similar to B4801 3 proline-ricti proteogly 16.1 

_^ 438765 AI031888 Hs.132594 ESTs 16.1 

30 424470 BE244261 Hs.S615 nuclear RNA export factor 1 16.1 

416194 H27114 Hs.301212 ESTs 16.1 

446702 R44518 Hs.143496 ESTs 16.1 

414222 AL13S173 Hs.878 sorbitol dehydrogenase 16.1 

^_ 443122 AI805656 Hs.209022 ESTs. WeaHy similar to Pro-Pol-dUTPase polyprotein 16.1 

35 448648 BE614345 H5.159089 ESTs 16.1 

456394 W28506 gb:48f1 Human reOnacDNA randomly pr&nedsublibra 16.1 

445887 AI263105 Hs.145S97 ESTs 16.1 

412332 AW937661 HS.2S8324 Homo sapiens cDNAFU13283fis, done 0VARC1 001 16.1 

403912 predicted exon 16.1 

40 441446 R66269 Hs.28714 ESTs 16.1 

403153 predicted exon 16.0 

444907 AW772596 Hs.148586 ESTs 16.0 

421946 R9g629 Hs.109773 hypothetical protein FU20625 16.0 

437513 AW410681 Ks.5648 p(ote3Some(pro$ome,macropain)26Ssubunit.no(vAT 16.0 

45 407752 AA573581 Hs.13328 ESTs 16.0 

447953 AI804218 85.209614 Homo sapiens cDNA: FU22343fis, done HRC06043 16.0 

425708 AK001342 Hs.14570 Homo sapiens cDNA: FU22530 (is. done HRC 12866 16.0 

421449 AA713491 Hs.291501 ESTs 16.0 

418323 NM.002118 H5.1162 major histocompatibility complex, dasstl. DM beta 16.0 

50 447787 BE620108 gb:601 48301 5F1 NIH.MGCJ9 Homo sapiens d]NA 16.0 

422716 AI702835 Hs.124475 ESTs 16.0 

443958 BE241880 Hs.10029 calhepsinC 16.0 

417908 AA207221 gb:zq55h04jt Strataganeneuroepithelium (937231) Ho 16.0 

438542 AA810131 K5.123317 ESTs 16.0, 

55 400288 X06256 Ks.149609 Integrin, alpha 5 (fibroneclin receptor, alpha polypeplid 16.0 

456825 H67220 Ks.146406 nitnlasel 16.0 

431360 NM_000427 Hs.251680 loricrin 16.0 

414266 8E267834 gb:601124428F1 N[H_MGC 6 Homo sapiens cDNAc 18.0 

440571 AA904451 Hs.130798 ESTs 16.0 

60 426075 AW513691 Hs.27014g ESTs 16.0 

413488 BE144017 Hs.184693 transcripQon elongaSon factor B (SI 10. polypeptide 1 (1 16.0 

446767 AI380107 Hs.158954 ESTs 16.0 

418008 W56044 Hs.2115S6 Homo sapiens cONA: FU23378 fis, done HEP1 6248 16.0 

- 404239 predicted exoi 16.0 

65 458401 AW236939 Hs.172154 ESTs 16.0 

412955 BE241849 Hs.75082 ras homolog gene family, member G {rho G) 15.9 

423072 AI792946 Hs.123116 solute carrier family 12 (sodum/potasslum/chlorldetran 15.9 

444954 AW247076 Hs.121&3 eukaryottc transIaGon initiation factor 2, subunit 2 (beta 15.9 

449023 AI623261 Hs.248875 ESTs 15.9 

70 435729 BE048886 Hs.275017 EST 15.9 

438575 BE304709 Hs.146550 myosin, heavy polypepthfe 9. non^usde 15.9 

413047 H0220g gb7i38c09.r1 Soares placenta Kb2KP Homo sapiens cO 15.9 

425997 AK000086 Hs.165948 hypotheSca) protein FU 20079 15.9 

446853 AW614370 Hs.254520 ESTs 15.9 

75 448564 AL044962 Hs.21453 Homo sapiens mRNA for inosilol1.4.5-trisphosphate 3 15.9 

455640 BE064059 gbK2V^T029&010300-111-e04BT0296Komosap)8 15.9 

404345 AA730407 Hs.159156 protocadherin 11 15.9 

418512 AW498974 Hs.89981 diacytgtycerd kinase. zeta(104kD) 15.9 

411551 AW851309 glrfL3^T0220-17020W)67^11 CT0220Homosapien 15.9 

80 446726 AW300144 Hs.20920g Homo sapiens cONAFU 11 629 Ss. done HEMBA100 15.9 

410748 6E333816 Hs.136005 ESTs. Highly slmBar to bG115G20.2[H.sa;to] 15.9 

449818 AI076459 Hs.14366 Homo sapiens cDNA FU12819 fis. done NT2RP2002 15.9 

429697 AW296451 HS.2460S ESTs 15.9 

424012 AW368377 Hs.137559 tumor protein 63 kOa with strong homology bp53 15.9 
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403151 predicted exon 15^ 

452363 A1582743 Hs.94953 ESTs.HieMy similar to CI QCJOiMANCXmEME 15^ 

425971 AF135024 HS.16S296 ksUikreinia 15^ 

. 432826 X753&3 8^250770 kat&kreinlS 15.8 

5 431972 AI805145 Hs.191711 ESTs 15.8 

400269 predicted axon 15^ 

404703 A1904493 Ks.99890 polymerase (DNA directed}, ddtal.catalytkisutHin^^ 15.8 

449335 AW150717 Hs.298176 STAT Induced STAT Inhibitor 3 15.8 

418443 NM_005239 H$.85146 v^ts avian erythroblastosis virus E26 oncogene homob 15.8 

10 445773 H73456 Hs.1329g Homo sapiens mRNA;cONADKFZp761M01 11 (from 15.8 

433782 AR}90945 gbiHomo sapiens done HQ0670 153 

406473 predicted exon 116 

420831 AA280824 Ks.130O35 ESTs 153 

402939 predicted exon 15.8 

15 405196 predicted exon 153 

452947 AWi30413 fltocf50l04jc1 Na_CGAP_Gas4 Homo sapiens cONA 15.8 

414170 AA335936 Hs3743 matrix metaOoprotelnase 24 (membran&^nserted) 15.8 

437133 A8018319 H&.5460 KtAA0776 protein 15.8 

458356 AI024855 Hs.131575 ESTs 15.8 

20 407857 AI928445 Hs.92254 hypothetical protein FU20163 15.8 

405687 predicted exon 15.8 

415189 134657 Hs.78146 plateletMndotheBal ceD adhesion molecule (C031 antig 153 

408662 AW247699 Hs.105897 ESTs 15.7 

^. 448338 AI492B57 gbrfh72i08jc1 SoaresJJhHMPu.SI Homo sapiens cDN 15.7 

25 402694 pretfictedexon 15.7 

430224 AW675175 Hs.235975 hypothetical pix)lelnDKFZp434D0412 15.7 

456792 N56666 gb:yw75e02Tl Soa[es_placentaJto9weeks_2NbHPeio 15.7 

402944 predicted exon 15.7 

422675 BE018517 Hs.119140 eukaiyotic translation Initiation factor 5A 15.7 

30 408661 AW247625 gb:2820094.5prime NIH_MGC_7 Homo sapiens cDNA 157 

423238 AA323569 Hs.280482 ESTs 15.7 

421517 AB018352 Hs.105399 KIAA0809 protein 15.7 

429865 AB023217 Hs.225968 KIAA1 000 protein 15.7 

440815 AW071945 H5.7436 putative acyllransferase 15.7 

35 400634 predicted exon 15.7 

451034 Alil50341 Hs.25846 zinc metalloproteinase. STE24 (yeast homolog) 15.7 

457571 AI375726 Hs.279918 hypothetical protein 15.7 

450105 BE281124 Hs.288013 similar to yeast BET3 (5. cerevisiae) 15.7 

407464 AJ276396 gb;Homo sapiens mRNA for matrix extracellular phosp 15,7 

40 433465 AF086285 gb'.Komo sapiens full length insert cDNA clone ZD47B 15.7 

451837 T92157 Hs.16970 ESTs 15.7 

435313 AI769400 Hs.189729 ESTs 15.7 

402738 predicted exon 15.7 

432966 AA65D114 gb:ns92h09.s1 NCLCGAP.Pr3 Homo sapiens cDNAc 15.7 

45 457666 AW470302 Hs.129563 ESTs 15.7 

401269 predicted exon 15.7 

427509 M6250S Hs.2161 comptementcomponent 5 receptor 1 {CSaligand} 15.7 

418846 AI821602 Hs.115127 ESTs 153 

448891 AI587332 Hs.209115 ESTs 153 

50 445930 AF055009 Hs.l3456 Homo sapiens done 24747 mRNA sequence 153 

421254 AK001724 Hs.102950 coal protein gammMop 153 

447073 AW204821 Hs.157726 ESTs 15.6 

445438 AB014578 Hs.12707 KIAA0678 protein 15.6 

432126 AAB5S239 Hs.55144 ESTs 153 

55 424091 AF235097 Hs.1 39263 calcium channel, voltage^ependant, alpha IF subunit 153 

440832 At057548 Hs.128224 ESTs 153 

449226 AJ403107 Hs.148590 ESTs. Weakly similar to AF208646 1 BM-004[H.sapie 153 

434253 AJ393345 Hs.116215 ESTs 15.6 

^_ 459270 AL039604 gb:DKFZp434E221Ul 434 (synonym: htes3) Homos 153 

60 454425 AW300927 Hs.27192 hypothetical protein dJ1057B20.2 15.6 

412055 AA099907 Hs.271806 ESTs 15.6 

400837 predicted exon 15.6 

458866 BE616694 Hs.2e8042 Homo sapiens cONAFLI 14299 (is. done PLACE10 10 153 

^_ 417124 BE122762 Hs.25338 ESTs 153 

65 414376 BE393856 Hs.66915 ESTs, Weakly similar to l&7{(d protein [H.sapiens] 153 

418636 AW749855 gb:QV4^T0534-281299-05^5BT0534Homosapte 15.6 

454128 AL031259 H$.4163g programmed ceQ death 2 153 

441074 AW500001 Ks.4763 Homo sapiens cDNA: FU22035 fis, ctone HEP08338 153 

_^ 451742 T77609 H3.117970 ankyrin 2. neuronal 153 

70 403687 predicted exon 15.6 

431838 A10g7229 Hs.217464 ESTs 15.6 

402855 predictBdexon 153 

443635 At989942 Hs.232150 ESTs 15.6 

434392 AW983709 Hs.268051 ESTs 15.6 

75 444301 AK000138 Hs.10760 hypothetical protein FU^I 29 153 

414973 a 9089 gb:C19089 Human placenlacONA(TFufiwara} Homo 153 

42B374 AW4051 56 Hs.l 83394 protein phosphatase 1 , catalytic subunit, alpha isofonn ' 15.5 

415745 AI301107 Hs.l50790 ESTs 153 

^_ 432532 AW0584S9 Hs.162246 ESTs 153 

oO 417112 AA193439 gb:zr41b09.s1 So3res_NtiHMPu_S1 Honu) sapiens cON 153 

418101 AU)47476 H5.98485 gapjunction protein, beta 4 (connexin 30.3) 153 

453110 AW384926 Hs.225160 Homo sapiens cONAFU13102fis, done ^fT2RP3002 153 

458606 AJ233397 gbAI239397 Uni-ZAPXR retinal pigment eptthoiiumH 153 

436989 AA741028 Hs.256155 ' ESTs 153 
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407396 AR)11757 gb:Homo sapiens RAGE KmDng protein {PI 2) rnRNA, 15.5 

449684 A1&59166 Hs.207144 ESTs 1S5 

454666 AW812994 gb:RCS^T0ie6-23030(M}l&^02ST0186 Komosapisn 15^ 

430492 U15197 Hs.3Q0803 HumMl]ist(>-blood group ABO proteHiniRNA.p3rfi^ 15f 

5 439460 AA836220 Hs.t3774 ESTs 155 

449231 BE4103G0 gb:6013Q2340F1 NIH_MGC 21 Homo sapiens cONA 155 

453060 AW294092 HS.21S34 ESTs 155 

416961 BE391476 Hs.80617 ribosomal protein SI 6 155 

^_ 439988 AA850119 Hs.25S976 ESTs 155 

10 400917 predicted exon 155 

424585 AA464840 gb:zx43h11j1 Scares tDtalJetus.Nb2HF8_9wHomo 155 

431029 BE392725 HS.24B571 Homo sapiens PAC done RP5-1 163J1 2 from 7q21.2-<i3 15.5 

441680 AW444598 Hs.7940 RAP1, GTP-GOP dissociation sfimidatorl 15.5 

437830 AB020658 Hs.5857 K1AA0851 praldn 15.5 

IS 409479 BE1638Q0 Hs.136912 ESTs 15.5 

403885 AW503068 gb:UW1F-BP0H»fl-1(WMJI.f1 NIH_MGC.51 Homo 15.4 

459090 AA443323 Hs.107812 ESTs. Weakty similar to SPOP[H. sapiens] 15.4 

429324 AA488101 Hs.199245 tnacUvalion escape 1 15.4 

403766 predicted exon 15.4 

20 413970 U59309 Hs75653 fumarate hydratase 15.4 

456674 BE266120 Hs.269358 ESTs 15.4 

417931 W95642 Hs.82961 trefoil (actor 3 (intestinal) 15.4 

430125 U46418 Hs.233950 serine protease Inhibitor, Kunib type 1 15.4 

452154 AW953265 Hs.271277 hypothettcal protein from EUROIMAGE 363668 15.4 

25 422984 W28614 Hs.75984 chorionic som,|tomammotropin hormone 2 15.4 

408649 BE242232 Hs.26045 protein tyrosine phosphatase, receptor type, A 1S.4 

417497 AW402482 Hs.82212 C053 antigen 15.4 

404666 predicted exon 15.4 

^. 456847 A1360456 Hs.37776 ESTs 15.4 

30 426995 AA400646 HS.22198B ESTs 15.4 

445350 AF052112 Hs.12540 lysophospholipase I 15.4 

450214 BE439763 Hs.227571 regulator of G-protein signalling 4 15.4 

449733 R74546 Hs.29438 Homo sapteRScDNAFU12094 lis, done HEMBB1 00 15.4 

^_ 411660 AW855718 gbiRCI -CT0279^701 00^21 -a06 CT0279 Homo sapie 15.4 

35 442653 BE269247 Hs.170226 Homo sapiens clone 23579 mRNA sequence 15.4 

447552 A1394125 Hs.160413 ESTs 15.4 

448712 W01046 Hs.181634 Honno sapiens cOt^ FU 23602 lis, done U^G 15735 15.4 

420180 AI004035 H5.25191 ESTs 15.4 

440099 AU)80058 Hs.6909 DKFZP5646202 protein 15.4 

40 427550 BE242818 Hs.17g506 nudearRNAheticase, OECO variant of DEAD box fam 15.4 

432894 AW167668 Hs.279772 brain spedfic protein 15.3 

412113 AW161274 Hs.74427 pS^^nduced protein 15.3 

431614 AI189827 gbxid19d07jt1 Scares j)lacenta-8to9weeks_2NbHP8to 15.3 

445870 AW4100S3 H5.1340S syntaxinlB 15.3 

45 424347 AA723883 Hs.1 45513 Homo sapiens mRI^ cONA DKFZp434L0435 (Itom 15.3 

425132 AW250114 gb:28211345prtmeNIH_MGC_7 Homo sapiens cONA 15.3 

439756 A1.359651 Hs.283852 Homo sapiens mRNA fuH length Insert cDNA done EU 15.3 

432946 U60899 Hs.279854 mannostdase, alpha, dass 26, member 1 15.3 

406130 predicted exon 15.3 

50 453359 AA448787 Ks.24872 ESTs, Weakfy similar to aortic carboxypeptidase^ep 15.3 

405491 predicted exon 15.3 

436481 AA379597 Ks5199 HSPC1 50 protein similar to ublquttin-conjugatingenzy 15.3 

446626 AK000626 Hs.16230 hypothetical protein FU206 19 15.3 

441211 AW946155 Hs.7750 hypothetical protein AL1 33206 15.3 

55 418711 AW247977 Ks.67S95 transtxase of inner mitochondda) membrane 22 (yeasQ 15.3 

457301 AA469146 gb:nc67e03.s1 CXoAP Pri Homo sapiens cONAc 15.3 

449999 AI679421 Ks.2310g8 ESTs, Highly similar to AIU4 HUMAN ALU SUBFA 15.3 

439090 H55724 Hs.271663 ESTs 15.3 

^. 416566 D44643 Hs.14144 secreted modular caldurrvbinding protein 1 15.3 

60 411940 AW876&86 gb:CM4-PTOb31-180200^7-e05PT0031 Homosaple 15.3 

407639 AW205369 Hs.252936 ESTs 15.3 

458012 AI424899 Hs.188211 ESTs 15.3 

426490 NM-001621 Hs.170087 aiyl hydrocaibon receptor 15.3 

^ _ 408741 M73720 Hs.646 carboxypeptidase A3 (masl ceD) 15.3 

65 437371 AK000868 Hs.5570 hypothe&cal protein FU10008 15.3 

437134 AA349g44 Hs.42915 ARP2 (adin^lated protein 2, yeasi) hocndog 15.3 

441890 AI609547 Hs.128075 ESTs 15.3 

409442 AA310162 Hs.169248 cytodiromec 15.3 

407076 Z26256 gb:Hsapiens isofonn 1 gene for L-type catdum channe 15.2 

70 436553 AW407157 Hs.161125 tmmunoglobulin lambda locus 15.2 

443177 BE268461 Hs.202 benzodiazapine receptor (peripheraO 15i 

448771 8E315511 H5.296244 SNARE protein 15.2 

436837 A1968248 Hs.1B7869 ESTs 15.2 

423623 AB011117 Hs.129943 KIAA0545 protein 15.2 

75 422651 NM15670 Hs.118926 DKFZP586K0919 protein 15.2 

403221 AL134878 Ks.1 19500 karyopherfn alpha 4 (impor&i alpha 3) 15.2 

431620 AA126109 Hs.264gS1 ?-5'oIigoad8nyiate synthetase 2 15.2 

404794 N^L000078 Hs.89538 chdestery) ester transfer protein, plasma 15.2 

412944 AA384110 Hs.197143 ESTs 15.2 

oO 450817 N71S97 H5.29&96 ESTs 15.2 

416666 AF001434 H$.155119 EH domain containing 1 15.2 

451636 AW173270 Hs.140444 ESTs 15.2 

426302 AA459085 Hs.275163 non-mstastaHc ceOs 2, protein (NM236) expressed In 15.2 

454465 AW795322 gb:PMO<JM0018-120400^2-hOl UM0016 Homo sap 15.2 
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440617 AA894880 Hs.181t81 ESTs 15.2 

449718 AA459480 Hs.23956 hypotheScat prut^ FU205Q2 112 

405227 predicted exon 1Sw2 

431006 BE152871 9b.-CM1-HrO333-101299^)64^12HTO333 Homo sap) 15^ 

443476 AW{%SS94 Hs.133878 £STs,Wea)dystmnarti}AF15l8891 CGI- 131 protein \S2 

438828 AL134275 Hs.6434 hypothetical protein DKFZp761F2014 15.2 

407634 AW016569 K&3012B0 ESTs.High}yslrnaartoAF241831 1 intracdtularhyalu 1i2 

436B57 AA732647 gbiiz89d01.8l NCLCGAP GCB1 Homo sapiens cON 15^ 

431526 Y10129 H5^56742 myosliv-tiirKllng protein C, canflac 1i1 

447386 NbL006289 Hs.18420 KlAAia27 protein 15.1 

436573 AA723297 Hs.127138 ESTs 15.1 

432S58 BE618809 Hs.279591 Homo sapiens done 25056 mRNA sequence 15.1 

437352 AL353957 Hs.284t81 hypothetical prolein DKFZp434P0531 15.1 

413209 AW083791 Hs.21263 Homo sapiens cDNAaJ13152fis, done NT2RP3003 15.1 

407376 AA993138 HS.1422B7 ESTs, Weakly slmOar to ALUF.HUMANUUMJU a 15.t 

430475 BE387420 Hs.241531 peflm 15.1 

446764 AW291276 Hs.285532 ESTs 15.1 

425868 .AB017546 Hs.160100 Homo sapiens gene for Sepiaptsrin Reductase, partial c 15.1 

453464 AI884911 Hs.32989 receptor (caldtonln) activity modtfying protein 1 15.1 

447246 AW449032 Hs.170257 ESTs 15.1 

401780 predicted exon 15.1 

434063 AA018893 Hs.3727 unr-interactlng protein 15.1 

416114, AI695549 Ks.183868 glucuronidase, tieta 15.1 

441018 AI809587 Hs,148782 ESTs 15.1 

425972 BE391563 K3.165433 ESTs, H^hly similar to T1 7342 hypothetical protein D 15.1 

426062 N57014 H5.44013 ESTs 15.1 

451234 AI9U901 Hs.24052 ESTs 15.1 

429565 AB020719 H3.207802 KIAA0912 protein 15.1 

418092 R45154 Hs.l06604 ESTs 15.1 

424550. AI650541 H3.115238 ESTs 15.1 

425023 AW956889 Hs.154210 endothelial differentiation, sphingoiipid &prDtetn<coup 15.1 

445213 AW204314 Hs.l70784 ESTs 15.1 

418102 R5S958 H$.26608 ESTs 15.0 

450082 AI9088g4 H3.2458g3 ESTs 15.0 

446749 NM.016069 Hs.16089 CGl-l 38 protein 15.0 

406124 predicted exon 15.0 

457408 AL137507 Hs.255348 Homo sapiens mRNA; cDNADKFZp761P2 11 (from c 15.0 

410051 U25773 Hs.218182 ESTs, Weakly similar to dJ1042K10.2[H.sapiens] 15.0 

440965 AI523646 Hs.169859 ESTs 15.0 

440190 AW7S2597 gb:IL3-CT0214-161299O45-B06 CT0214 Homo sapien 15.0 

417437 U52682 Hs.82132 interferon regulatory factor 4 15.0 

454249 AW24900d gb:282104aSprtmeNIH_MGC_7Homosap[ertscDNA 15.0 

432276 AF163302 Hs.274255 somatostatin receptor-interacting protein 15.0 

401116 predicted exon 15.0 

423960 AA164516 Hs.136309 CGI-61 protein 15,0 

451661 AB020650 Hs.26777 K1AA0843 protein 15.0 

450983 AA305384 Hs.25740 ER01 (S. cerevisiae)-like 15.0 

446187 AK001241 Hs.14229 hypothetical protein FU 10379 15.0 

404122 predicted exon 15.0 

411299 BE409857 Hs.69499 hypotheficd protein 15.0 

403077 predicted exon 15.0 

438000 At825880 Hs.5985 non-klnase Cdc42 effedor protein SPEC2 15.0 

447118 AB014599 Hs.17411 KIAA0699 protein 15.0 

417878 U90916 Hs.82845 Human done 23815 mRNA sequence 15.0 

444079 K09048 Hs.23605 ESTs 15.0 

458234 BE551408 Hs.127196 ESTs 15,0 

434208 T92641 Hs.l27648 hypothetical protein PR021 76 15.0 

423136 AW3755C5 Hs.124147 ESTs 15.0 

403177 predlctBd exon 15.0 

448699 AI857269 Hs.227351 ESTs 15.0 

425248 AW957442 Hs,252766 ESTs 15.0 

429430 AI381B37 Hs.155335 ESTs 15.0 



TABLE 38: 

Pkey: Unique Eos probasetldenlifiefnumber 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey 


CAT Number 


Accession 


408310 


1051011J 


AW179023AW179010 


408647 


1071855.1 


AW245831AW273207 


408661 


1073036.1 


AW24762SAW249214 


408987 


109305J 


H85615 H86300 H88263 HB6282 AA059278 HB6304 


409427 


1129667.1 


AW389668 AW389657 AW609198 AW389649 


409545 


1138823.1 


BE296182AWG29821 


409828 


1155571.1 


AW501137AW501295AW501212 


409865 


1156518.1 


AW502208AW502366AWS02146 


409885 


1157385.1 


AW503068AW503789 


410003 


116761.1 


AA079487 AA128547AA128291 AA079587AA079600 


410186 


1182096 1 


AW602528 BE073859 Z38412 


410626 


1212621.-1 


BE407727 


411004 


1228975.1 


AW813242 BE146089 AW813ig5 AW813173 AW813206 BE145953 6E146212 AW813198 AW854562 AW813241 86061582 


411014 


1229091 1 


AW816072AW813375AW813385AW813372AW813438AW816148AW81347SAW816107AW813398AW813479AW81^ 


411028 


1229404.1 


AW813703AW813839 
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411236 1238374.1 AW833752AW833S33AW833?76AW833719AW833382AWB33749 

411420 1245222_-1 BE390S52 

411541 1243044.1 W03340 798335 AW850705 

411551 1249196.1 AW851309AW8S0888AW851419AWB51412AW851299 

411651 1252835.1 AWB55392AW855559AW855423 

411660 1253078.1 AW855718AW855740AW855748 

411638 1254304.1 AW857404AW8S7401 BE1 44856 

411811 1253427 1 AW864370AW864319AW864504 

411330 1266070 1 F064a5 AW375454 

411940 126626^.1 AW876686AW876717 AW877215AW876691 AW876722AW87721BAW876694AW876725 

411942 1266449 1 AWB77015AWB77133AW876978AW877071 AW876388AW8n069AW877053AW877013 

412793 1327638 -1 AW997986 

413047 1346806.1 H02203 BE062154 6E062032 

413101 1349154 1 8E0652 1 5 BE1 55544 BE 155541 BE 155540 BE 155542 BE1 55543 

413154 1351077 1 BE067870BE067666 BE 1651 33 BE 165334 BE 1 65329 6E1 65332 

413282 1358147.1 BE078159 BE078275 BE078163 BE078277 BE07B279 BE078158 

413442 1370508 1 BE140643 BE140645 BE140644 BE140657 BE140660 BE140659 BE140661 

413544 1375671 1 BE147225 BE1 47205 BE 147234 

413605 1379792.1 BE152644 BE152712 BE152668 BE152659 BE152810 BE152811 BE152816 BE152643 BE152706 BE152656 BE152660 BE152715 BE152662 
BE152669 BE1S2661 BE152672 BE152653 BE152716 BE152651 BE152767 BE152677 BE152652 BE152714 BE152708 BE152665 BE152679 
BE152771 6E152775 BEt52666 BE152768 BE152813 BE152664 BE152876 BE1 52681 BE152709 6E1 52667 BE152614 BE1528Q8 BE152711 
BE152707 BE152815 BE152678 BE152673 BE152762 BE152671 88152682 BE152760 BE152809 BE1 52778 BE152760 BE152762 BE152776 
BE152781 BE152774BE152763BE152769 

413679 1382784 1 BE156765 BE156770 BE156767 BE156769 BE155803 6E156802 BE156B47 BE156853 BE156780 BE1 56836 6E156792 BE156B34 BE15677g 

6E156789 BE156833 BE156844 BE156831 BE156849 BE156797 8E156784 BE156e01 BE156843 BE1 56793 BE156852 

413758 1386900.-1 BE162391 

414070 141442_1 AW963783 F36521 F30667 AW753177 AW753195 AWB53065 AA135150 AA375028 

414195 1424854..3 BE263293 

414203 1425510.2 BE262170 BE3a2553 BE261026 BE273627 

414266 1430984J BE267834BE514180BE514096 

414276 1432115.-1 BE297862 

414333 1436492.1 BE274897 BE408199 BE274723 

414444 1446827.-1 BE298594 

414539 1460320.1 BE379046 BE395459 

414540 1460324,-1 BE379050 
414605 1465790.-1 BE390440 

414610 1466027.1 BE388044BE391117BE391530 

414625 1457232.1 BE410589 BE390949 BE408297 BE389529 

414642 146980 1 AA150350AA361174AW953038 

414663 14726a.-l BE396326 

414973 1510755.1 CI 9089 CI 8814 C1 6621 

415160 1525766.1 T82802 D78670 R08505 

415606 1540470.1 W70022 R35201 Fl 2763 T74725 H63485 245782 H611 26 

415917 1561575.1 Z43912H09194 

416272 158407.1 AA1 78882 AAl 79898 AA178897 

416475 1595398 1 T70298 H58072 R02750 

416913 163001 T AW9347148E161007 BE1 62500 AW749902AW749864BE162498BE1 61 005 AAl 90449 AW51 3465 BE1 61006 BE162499 

417112 165068.1 AAl 93439 AAl 93537 AW814 128 

41761 1 168900 1 AW993983 AW994798 AW993990 AW993999 AW993989 AA204755 

417908 170764.1 AA207221 8E538271 

418636 177402.1 AW749855 AA225995 AW750208 AW750206 

418874 1799516.1 T60872 T60906 

419618 186533J AA528295AW971284AA247945 

419889 183798.1 AA251600AA279607 

420902 197525.1 AA742277 AW976433 AA281585 

422160 212412.1 AW582898AA305114 

422731 220507 1 AL138411 AL138412AA315860 

422831 221879.1 R02504AA317715 AW961465AF121172 

423050 224288.1 AA320946 H921 14 BE144449 BE144438 

423103 225019.1 AA322029 BE3 15237 

423287 226793.1 H38340 H39081 AA3241 12 

423621 230314 1 BEO029O4 H64880AA328679 

424585 241151 1 AA464d40 AA343628 

424995 245794 1 Z45023AA349514 

425132 247059 1 AW250114Z43124AA431421 At879054AA351616AA351035AL0489g9 

425612 253959.1 BE004257 AW811190 AA360576 BE172402 BE181703 

425798 256586.1 AA364002 AI522307 

426065 260276.1 N32049 R34821 R78237 

426356 265381.1 BE536836 AA376153 

426383 266126.1 BE537380 BE2S5215 

428151 287558.1 AA422028 W79191 

431006 326833 1 BE152871 BE 1 52870 AA490552 

431257 33049 1 AF039597 BE243938 

431614 335668 1 All89d27 AW850554AW860552AAS08543 

431822 338082.1 AA516049 AWD04922 

432966 356839 1 AA650114 AW974148AA572946 

433300 38245^1 AA582307 6E273016 

433355 364004.1 At808235 AI024295 AA584528 

433459 386899 1 AA533498AW74g647AW749630 

433469 367263 1 F12741 T7515SAAS94014 

433782 37414.1 AP090945 AW996754 AI064870 

434098 380006.1 AA625499 AA625269 AA625184 

4351 38 401 1 59.1 BE314734 AA666393 

435478 406683.1 AA682622.BE141695 
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436857 


428068.1 


AA732647 BE008970 BE00gQ23 


439078 


46841J 


AFO85336 K64O70 H64017 


439465 


47272_1 


AF036285 WS9587 W69421 


439848 


477806.1 


AW979249 D63277 AA846368 


440190 


488021.1 


mtllSSt AW648781 AW&49062 AW848490 AW752699 AW752604 AW752700 


440859 


493861.1 


AI206964 AI3S0890 AA302772 At768881 


441552 


520138.1 


AA937g75F11215BE005635 


442257 


53699.1 


AW503831 AW503317 BE565665 


443198 


562655.1 


AI039813AI684642Z40121 AI951414BE501049 


443534 


572957.1 


AI076123At244834At69S239 


446052 


65988.1 


AA358760 AA1 58850 AW062737 AW062738 AV656291 


446598 


68463.1 


AW250546 BE257108 BE251006 6E2S5957 BE2S0926 BE513012 AV659316 


447224 


71279.-1 


BE617125 


447252 


7141 60J 


R9091 6 AL1 20023 R18429 Z42095 A1369730 R90824 


447383 


71390.1 


N24231 BE617964N36313 


447775 


73665.1 


BE179318BE620044 


447787 


73719.1 


BE620108 BE312062AW896316 BE262546 


446218 


75525.1 


AI188489BE622201 


448338 


758968.1 


AI492857 AW070478 At885157 


446838 


78409.4 


BE614761 AA263136 W00335 W00327 


449231 


80303.1 


BE410360AA442408AA315S40 


450594 


83962.1 


rD1035 N42915 F07753 AA010329 


451400 


868459.1 


BE160479 BE160478 BE069211 AW661059 AI793147 


452544 


921467.1 


AW851888 AW851889 AW8521 47 


452947 


939810 J 


AW130413AI932362 


453758 


980026.1 


U83527AL120938 U83522 


454163 


1048369.1 


AW175997 AW176000 AW175999 AW175934 AW176004 AW1759a9 


454178 


1049458.1 


AW177274 AW177249 AW177223 AW177216 AW177233 


454181 


1049557.1 


AW177377 AW177357 AW177359 AW177385 AW177358 AW177395 AW177394 AW177396 AW177383 AW177333 AW177384 AW177382 






.AW177360AW177356 


454209 


1051071_1 


AW179083 AW179085 AW179087 AW179081 AW179084 AW1790a6 AW1790B2 AW801493 AWe01658 AW801714 


454249 


1073933.1 


AW24900B BE295653 6E29676S 


454377 


114761.1 


AA076811AW814764 


454478 


1214744J 


AW805749 AW805872 AW794466AW798102AW796921 AW794538 AW7943B0 


454485 


1215381.1 


AW795322 AW795308 AW79S31 1 AW795310 AW795314 AW795321 


454505 


1219554.1 


AW801365 AW801435 AW601372 


454574 


1225636.1 


AWB09109AW8091l2AW809l22AW60gi26AW809128AW809133AW809131 AW809113 AW809111 AW809132 


454610 


1226543.1 


AWB10224 AW810337 AW810295 AW810333 AW81 0335 AW810296AW81 6053 


454633 


1227504.1 


AWB11380AW811335 


454666 


1228600.1 


AW812994 AW812723 AW812930 


454803 


1235520 1 


AWB60148AW862380AW821887AW821863AW821870AW821894AW862351AW862378 


454961 


1246745.1 


AWB47807 AW847935 AW847636 


455132 


1254686_1 


AWB57955 AW861 636 AW857967 AW857958 AWB57943 AW857945 AW857963 AW85796d AW657959 AW857961 AW857956 BE0721 35 






AWB57972 BE072137 AWB57952 AWB57935 AW857940 AW857944 AW857947 AW857934 


455426 


1289303 1 


AWg37792 BE072250 BE072251 BE072264 


455640 


1348141.1 


BE064059 BE063903 BE063838 BE063863 eE064056 BE0B3974 BE063904 BE063898 BE063896 BE063906 BE063980 


455694 


1350650.1 


6E067300 BE067293 BE067279 


455910 


1382504 1 


Z43712 BE15672g BE156538 6E156731 BE156673 BE156539 BE156674 BE156430 BE156672 BE1S6675 BE156432 BE156541 


455993 


1398665.1 


BE17g085 BE173084 BE1 79086 BE179264 


456054 


1452761.1 


BE313241 BE383148 


456329 


1789807.1 


T41418T41320 T41379 


456394 


1843275_-2 


W28506 


457301 


314434 1 


AA4691 46 AA469398 AA46921 6 AA469395 


458025 


46409.1 


AI275406L23206 


458606 


65568J 


AJ239397AV655764 


458640 


670076 1 


A1284935 AW409822 BE408182 


458710 


69727 1 


AV660856BE167375 


458792 


748294 1 


N56666A)460076 


459170 


920646 1 


AI305SlBAtg05516A1905457AI905515AW176013AW176037 


459270 


959232.1 


AL039604A1039497 



TABl£3C: 

Pkey: Unique number corresponding to an Eos prabeset 

Rsf: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers. "Dunham I. et al/ refers to the publication entitled The DMA sequence of 

human chromosome 22* Dunham, et at. (1999) Nature 402:489495 
Strand: Indicates DNA strand from which axons wars predicted 
Ntjxisltkm: Indicates nucleotide positions of predicted exons 



Pkey 


Ref 


Strand 


Ntposltlon 


400449 


9887692 


Minus 


50889-51188 


400613 


9864507 


Plus 


92278-92472 


400634 


8567750 


Minus 


101102-101223.101888-102018 


400642 


8117693 


Plus 


10475-10845 


400661 


8118474 


Plus 


84912-85187 


400684 


8118768 


Plus 


58189-58323 


400685 


8118768 


Minus 


72959-73050,73713.73800 


400727 


6705887 


Plus 


106175-107016 


400749 


7331445 


Minus 


9162-9293 


400807 


8567878 


Plus 


69375-70295 


400837 


9168531 


Plus 


144776-144838.145582-145670.146656.146751,147255-147419,147682.147807 


400842 


1927148 


Plus 


90462-90673 


400348 


1927148 


Plus 


107149-107339,110873-111171 


400891 


9958279 


Minus 


140073-140427 


400917 


7283186 


Minus 


173258-173631 



129 



wo 02/102235 PCT/US02/19297 





7651921 


Minus 


142145-142353.144311.144721 


400964 


7139719 


Minus 


155282-155403 


400965 


7770576 


Minus 


173043-173564 


400970 


7960452 


Minus 


92744-92895 


4003B2 


B078794 


Minus 


119245-119471 


401010 


8117391 


Minus 


83967-84180 


401072 


3687273 


Rus 


64370^524 


401088 


8492704 


Plus 


194659-195179 


401116 


9966559 


Rus 


123579-124447 


401117 


8570083 


Minus 


28948-29204 


401167 


9438381 


Rus 


18944-19176 


401204 


9743388 


Minus 


33694-33872 


401220 


9929324 


Minus 


48079-48279 


401244 


4827300 


Minus 


55359-56376 


401245 


4827300 


Minus 


69373-59531 


401268 


9797154 


Rus 


152272-152483,157312-157418,158025.158205,15B836-158974.160716.160952 


401269 


8954206 


Rus 


2259-2591 


4012B3 


9800093 


^us 


4725W7456 


401373 


7248205 


Minus 


84211-84336 


401405 


7768126 


Minus 


6927&69452,69548-6g958 


401465 


6682292 


Ptus 


25676-25800 


401492 


7341778 


Rus 


171020-171282,171858-172241 


401521 


7705251 


Rus 


9127-9234 


401566 


8469090 • 


Minus 


96277-96420,96979-97160 


401575 


7229604 


Minus 


76253-76364., 


401589 


9966292 


Rus 


135969-1362^ 


401628 


8575954 


Minus 


210617-210796 


401657 


9100664 


Mtnus 


7312-8163 


401747 


9789672 


Minus 


11B596-118816,119119.119244.119609-119761,120422-120990,130161-130381,130468-130593,131097-1312M^ 
131932.132451-132575.133580-134011 


401757 


7239630 


Rus 


88641-88751 


401780 


7249190 


Minus 


28397-28617,28920.29045,29135-29296,29411-29567,2970S-29787.30224-30573 


401781 


7249190 


Minus 


8321 S83435,83531.83656.8374Oa3901 .64237-84393,8495545037,86290-8681 4 


401785 


7249190 


Minus 


165776-I65996,166189-I66314,l66408-I66569,167l12-I6726e,167387-I67469.168634-168942 


401789 


7249213 


Minus 


70393-70629.70941-71055 


401809 


7342191 


Minus 


107548-108298 


401847 


7139731 


Rus 


85447-85593 


401887 


722S981 


Plus 


93973-94120 


401913 


9369520 


Minus 


33753-33904 


401962 


3176728 


Minus 


71433-71648,76711-76833.78677-78845.79585-79763.82349-82485 


401991 


4156128 


Rus 


2398-2513 


401994 


4153658 


Minus 


4290443124,43211-43336,44607-44763.4519945281,45337-46732 


402023 


7528158 


Minus 


132872-133040 


402066 


6649269 


Ptus 


135543-136031 


402071 


8117361 


Rus 


85924-86039 


402075 


8117407 


Rus 


121907-122035.122804-122921.124019-124161.124455-124610,125572-126076 


402131 


7704961 


Minus 


33114-33209.33496-33678 


402144 


7242326 


Rus 


115425-115977 


402203 


8576119 


Minus 


8124-8285 


402277 


2894631 


Phis 


16980-17152,17933-18018,18170-18306 


402292 


2447220 


Plus 


3388^34029,34176-34336.34953-35103 


402297 


6598824 


Rus 


35279-35405,3557W5659 


402407 


3962498 


Minus 


115812-116187 


402421 


9796341 


Minus 


4660946662.4675846811.86293-86345,89776-89829.90048.90101.102817-102924 


402427 


9796372 


Rus 


16266-16431 


402430 


9796372 


Minus 


62382-62552 


402520 


7596899 


Minus 


171761-171996 


402538 


9801137 


Minus 


96314-96539 


402543 


9838066 


Minus 


89684-90893 


402570 


9884747 


Minus 


12649-12866 


402585 


9908890 


Minus 


174893-175050,183210-183435 


402639 


9958129 


Mnus 


20167-22383 


402694 


8569867 


Plus 


2218-2440 


402699 


8570304 


Minus 


182773-182883.184551-184732 


402738 


7331557 


Minus 


8725^859 


402855 


9662953 


Minus 


59763-59909 


402869 


6434643 


Minus 


138839-139335 


402939 


9187334 


Minus 


18329-18535 


402944 


9368423 


Rus 


110411-110716.111173-111640 


402948 


9368458 


Minus 


143455-143626,143808-143935 


402958 


9368493 


Plus 


13324-13507 


403010 


3132346 


Rus 


78385-79052 


403036 


3132360 


Rus 


66545^712 


403051 


4827080 


Minus 


5269-5411 


403065 


8954197 


Minus 


71615.71773.73930-74144 


403077 


8954241 


Rus 


146923.147222.147326-147628 


403093 


8954241 


Rus 


177083-177373.177464-177751 


403151 


7407965 


Minus 


14055-14264 


403153 


9799871 


Minus 


4223243389 


403177 


9838213 


Minus 


142560.142726 


403223 


7630969 


Rus 


8152M1692 


403234 


7637801 


Rus 


180641-180822 


403273 


8018055 


Rus 


133809.134099 


403286 


60803^ 


Ptus 


118369-116872 
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403287 


8080320 


Minus 


126097-126411 




403348 


7239527 


Plus 


13809-13968 




4033S9 


8570207 


Mnus 


108939-109229 




403362 


8571772 


Rus 


6409^260 


5 


403447 


9837821 


Minus 


159072-159387 




403508 


7630898 


Plus 


557(W719 




403582 


8101186 


Plus 


18308-18458 




403613 


8493504 


Phis 


8129(^81465 


10 


403642 


8699671 


Phis 


7062-7311 


403662 


5823349 


Plus 


58627-5906^59222^548 




403674 


7321642 


Rus 


10498&-105623,107394-107590 




403587 


7387384 


Rus 


9009-9534 




403695 


3046276 


Rus 


168272-166514 


15 


403703 


4966360 


Plus 


83681-84042 


403741 


7630932 


Minus 


2833^68 




403747 


7656395 


Minus 


20493-20621 




403766 


7229888 


Phis 


136283-136830 




403786 


8083636 


Minus 


73028-73217 


20 


403796 


8099896 


Minus 


75073-77664 


403833 


887461 


Rus 


13522-13664 




403852 


7708872 


Minus 


124007-124202 




403861 


7708966 


Rus 


58363-58649 




403912 


7710730 


Minus 


72000-72290,72431-7270072929-73199 


25 


403924 


7711688 


Minus 


69369-89592 


403964 


7596976 


Rus 


178174-178300 




404034 


8567760 


Minus 


44535^7010' 




404067 


3282162 


Rus 


1415-2071 




404097 


7770701 


Rus 


55512-55781 


30 


404122 


9796270 


■ Rus 


90540-92977 


404230 


7981448 


Minus 


92934-93093 




404239 


5002624 


Rus 


94841-95095 




404240 


5002624 


Minus 


116132-116407.116653-116922 




404270 


9828129 


Minus 


3649-3750.4151-4306.5962-6049,6849^965 


35 


404356 


7630858 


Minus 


12643S-126623 


404600 


8705107 


Rus 


118354-118444.118649.118792 




404601 


8705107 


Rus 


128449-128693.129085-129249.130525-130733 




404638 


9796751 


Minus 


99433-99528.100035-100161 




404666 


7272179 


Minus 


18677-18993 


40 


404675 


9797204 


Minus 


48532-46645,49808-49975,51088-51369.54944-55063 


404727 


8081050 


Rus 


115534-115747 




404750 


7596836 


Plus 


181879-182198 




404763 


7882612 


Plus 


50981-51392 




404767 


7882827 


Minus 


23244-23759 


45 


404628 


6560415 


Minus 


26291-27253 


404850 


5420148 


Minus 


35145-35413.4063541062 




404681 


5931510 


Minus 


36360-36608 




404890 


7329390 


Rus 


101280-101408 




404971 


3212939 


M^us 


74585-75532 


50 


405022 


7330304 


Rus 


217163-217439 


405028 


7533974 


Minus 


110588-110847,110933-111115 




405071 


7708797 


Minus 


11115-11552 




405088 


8072518 


Minus 


115690-117621 




405133 


8516055 


Minus 


28127-28288 


55 


405138 


8576241 


Plus 


9030J-90516 


405183 


7209940 


Plus 


12335-12653 




405194 


7230072 


Plus 


190465-190645.193346-193610 




405196 


7230083 


Minus 


135716.135851 




405208 


7230142 


Pius 


8068-8214 


60 


405226 


7248966 


Plus 


53547-54128 


405227 


5731245 


Minus 


22550-22802 




405256 


73^10 


Plus 


26070-26309 




405277 


3980473 


Plus 


23471-23572 




405307 


3638954 


Rus 


39195-39429 


65 


405311 


3638954 


Plus 


46313-46496 


405333 


3165399 


Rus 


149905-150215 




405411 


3451356 


Minus 


17503-17778.18021-18290 




405423 


4753275 


Plus 


6162-6983 




405491 


5801645 


Rus 


81857-82045 


70 


405501 


9211311 


Minus 


49085-49400,49565-49679,50117-50262 


405515 


9454624 


Rus 


37329-37469 




405545 


1054740 


Plus 


118677-118807,119091-119296.121626-121823 




405580 


4512267 


Rus 


169232-159647 




405586 


5002511 


Rus 


3881O39017 


75 


405600 


5923640 


Plus 


26662-27225 


405610 


5757553 


Minus 


71907-72080 




405639 


5091650 


Rus 


211184-211350 




405687 


G249S68 


Minus 


54787-54891,55844.55917 




405699 


4165331 


Rus 


100727-100859 


80 


405783 


5738434 


Minus 


27238-27885 


405867 


6758731 


Minus 


74553-75173 




406086 


7107817 


Plus 


9418-9573 




408124 


9149714 


Mkuis 


1331-1774 




406130 


9161404 


Minus 


32394-32498 




406140 


9168231 


Mnus 


49887-50219 
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406160 


7144945 


Plus 


S549&^68 


406207 


5923650 


Minus 


162607-162800 


406215 


7342161 


Ros 


31(M32 


406268 


6682695 


Minus 


6605-7072 


406277 


5686030 


Minus 


4789^90 


406326 


9212385 


Ptus ' 


84^84655 


406388 


9256205 


Plus 


8515W5277 


406457 


9755793 


Plus 


4496&45406 


406473 


9795566 


Minus 


109669-109931 


406537 


7711478 


Ptus 


32904^17 


406571 


7711622 


Minus 


65634^12.661 1&^96 


406560 


7711838 


Minus 


95654-97640 
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TABLE 4A fists atxxit 131 genes up^utated in ovarian cancer compared to nonnal ovaries that are Gkety to be extraoeltular or cetl-surface proteins. These were selected as for 
Table 3A, except that the ratio was greater than or equal to 1 0. and the predicted protein contained a PFAM domain that is indidtlve of extracellular locaTization. 

TABLE 4A: A80UT131 UP4REGUUTE0 GENES ENCODING EXTRACEaULAR/CELL SURFACE PROTEINS, OVARIAN CANCER VERSUS NORMAL OVARY 



Pkey: Prinriekey 










Ex.Aocn: Exemplar Accession 








UGIO: UnlGenelD 










Title: Unlgene Title 










PFAM domains 










ratio: tumor vs. normal ovary 








rKey 


ex. Aocn 


Uu ILf 


'J 

Title 


PFAM 


ratk) 








predicted exon 


(n3 


15.0 




AUU/fUu 


nS.2ba3D^ 


ESTs, WeaWy similar to uljiquitous TP 


Kunit2.BPTl 


14.9 


jininao 






predicted exon 


fn3 


14.9 


4d/14o 




U- IQilCI? 

MS.lOTOi/ 


KIAA01 16 protein 


arf;ras 


14.8 






nSwc^OOC^ 


ESTs 


laminin_EGF;Iaminin_B; 


14.8 




MIA nnAAAc 


nS.J/9D 


' EphB6 


fn3;pkin3se:EPHJbd 


14.8 




MM nnnA7ft 




adenosine A2b receptor 


7lnLl 


14,6 








purinergic receptor {family A group 5) 


7(m_1 


14.5 






HS. 100994 


FAT tumor suppressor (Drosophila) ho 


EOF 


14.4 




ArOboUoD 




sdula earner family 16 (monxarboxy 


Eugar_tr;MCT 


14.3 


422125 


Nftfl_0034o9 


Uo 1 1 1QC7 

HS.1 1 1967 


soluta carrier family 30 (zinc transporte 


Calion_efnux 


14,2 




Kim ni^^cn 




(NONE) 


7tnLl 


14.2 


446689 


Am94695 


Hs.1 67046 


ESTs 


7tm_1 


14.1 


410184 


AVv503o67 


Hs.59545 


ring 6nger protein IS 


z{^HC4;SPRY:rf-B.box 


14,0 


423217 


NM„0uiAW4 


H5.1640 


collagen, type VII. aiptia 1 (epidermoly 


fn3;vwa 


14.0 


405448 


Ai015709 


HS. 172089 


Homo sapiens mRNA; cDNA DKFZpS 


trypstn;sushi;CUB 


14.0 


450684 


AAB72605 


IJ. ICON'S 

Ks.25333 


interieukin 1 receptor, type II 


ig 


14,0 


408692 


138607 




gbiHomo saptens (done 22) pregnancy 


tg 


13.9 


425549 


U64863 


Hs. 158297 


(Hogrammed cell death 1 


)g 


13.8 


452755 


AW1 38937 


Hs.21343o 


ESTs 


cystatin 


13.8 


427537 


AKDOOoId 


Hs. 179986 


aotillin 1 


BandJ 


13,7 


424591 


R55704 


nS.1509DO 


hypocretln (orexin) receptor 1 


7tm_1 


13.7 


405024 






predicted exon 


TGF-beta;TGFb_propeplidB 


13.7 


405285 






predicted exon 


A2M;A2M_N 


13.7 


412116 


AW402166 


HsJ84 


Epstein-Barr vims induced gene 2 (iym 


7tm_1 


13.7 


420256 


U84722 


Hs.76206 


cadherin 5. type 2, VE-cadherin (vascu 


cadherin;Cadherin_C_lerm 


13.6 


420511 


AF052692 


Hs.98485 


gap junction protein, beta 4 (connexin 3 


connexin 


13,5 


448638 


R17122 


Hs.21639 


nudear protein, marker for differential 


Ig 


13.4 


431117 


AF003522 


Ks.250500 


delta (Drosophi!a}-like1 


EGF;OSL 


13.4 


439285 


AL133916 


Hs.298998 


ESTs 


fe:pkinase;LRRNT;LRRCT 


13.4 


424283 


AA338246 


Hs.301678 


ESTs 


E1-EiJ^TPase:Hydrolase 


13.3 


436233 


AI742878 


Hs.124116 


ESTs 


Is 


13.3 


443859 


NM_013409 


Hs.9914 


(bllistatin 


kazal 


13.2 


410016 


AA297977 


Hs.57907 


small inducible cytokine subf3m3y A ( 


IL8 


13.2 


414020 


NM_002984 


Hs.75703 


small Indiidblo cytokine A4 (homologo 


IL8 


13.2 


400242 






predicted exon 


Ephrin 


13.0 


429057 


AF156557 


Hs.194816 


stomaOn^ike protein 1 


Band_7;SCP2 


12.9 


436294 


AI693753 


Hs,1430O4 


ESTs 


E1-E2J\TPas8;Hydrolase 


119 


456493 


AV649408 


Hs.282418 


ESTs 


RYDR^ITPR 


12.8 


444181 


AB033063 


Hs.104gi 


KIAA1237 protein 


fii3;ig;PH;RhoGEF 


12.8 


422357 


AP016272 


Hs.115418 


cadherin 16, KSP-cadherin 


cadherin 


12.7 


409632 


W74001 


Hs.55279 


serine [or cysteine) proteinase inhibitor 


serpin 


12.7 


407000 


U12139 




gb:Kuman alpha1{)a} collagen (C0L1 


TSPN.-CoIlagen:COLFI 


12.6 


417064 


WQ2903 


Hs.15440 


ESTs 


lectinjD 


12.6 


439389 


AA318940 


Hs.56004 


ESTs 


hemopexin;Pepfidase_M1 0 


12.6 


407786 


AA687538 


Hs38972 


tetraspan 1 


tf8nsmembrane4 


12.5 


410498 


AA355749 




9b.EST64459 JurttatT-ceHs VI Homo 


aajiefmaases 


12.5 


422487 


AJ010901 


Hs.198267 


mucin 4, tracheotNorxitiial 


vwd 


12,5 


422330 


030783 


Hs.115263 


epireguiin 


EGF 


12-5 


402425 






predicted exon 


tot^trans 


12,4 


414875 


H42679 


Hs.77522 


major histocompalibltity complex, clas 


Ig 


12,2 


424239 


M67439 


Hs.143526 


dopamine receptor 05 


7tm_i 


12,2 


442622 


NM.000435 


Hs.8546 


Notch (OrosophOa) homotog 3 


EGF;ank;noteh 


12.2 


405368 






predicted exon 


7tm-1 


12.2 


40240S 






predicted exon 


GaUilndJectln 


12,1 


426514 


eE616633 


Hs.301122 


bone morphogene5c protein 7 (osteoge 


TGF-beta;TGFb_propeptkle 




406811 


082979 


Hs.67846 


leukocyte lmrTiunogIobuIir>^ recepto 


ig 


12.0 


416441 


BE407197 




. gb.-601301552F1 NIH_MGC_21 Homo 


SDF 


12.0 
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KlAA14&4pnM 

a dishtegrtn and metsSoproleinase dom 
hyaturonogluoosamtnldase 3 
neuropSinl 

Homo sapiens protocadherin Fal 2 (FA 
gb:zs53d08/1 NCLCGAP_GC81 Horn 
gb:IL^T0216.24020(W)77-aM CTO 
pfoslate diffeienOaOon factor 
flb.-wl73l)05Jtl Na_CGAPJ<U12 Ho 
transmembrane protein with EGF-dita 
AOP-ribosytaiion factor 5 
inh!bIn.betaC 
predicted exon 

small inducibia cytoldne subfamity B { 
lyphotoxin alpha [TNF superfamOy. m 
predicted exon 

poliovirus receptor-relaled 1 (herpesvir 
lamtnin, gamma 2 (nicein (lOOId)}, 
Ksapiens mRNA for tyrosine kinase ra 
solute carrier family 9 (sodium/tiydrog 
ESTs 

gb:Homo sapiens full length insert cON 
nel(chidcenH>lte2 

tntegrtn, bets 2 (antigen CD18 {p95), ly 

uTOpiaikln 

cystaltn SN 

cystalinA(stefinA) 

heparan sulfate proteogtycan 2 (perteca 
solute canter famtty 1 (giutamate/neutr 
mitogen-acthfated protein kinase 9 Inte 
chk)ride Intraceitular channel 1 
zinc finger protein 173 
mitogen-xtivated protein kinase 6 Inte 
olfactory receptor, famSy 5. subfamily 
ESTs 

KIAA0735gene product 

Novel human gene mapping to chomos 

ESTs 

complement component 1. q subcon^o 
matriiin4 

tumor necrosis factor receptor superfam 
arglnlne vasopressin receptor 1A 
C083 antigen (activated B lymphocyte 
predicted exon 
cystatin F (leukocystabn) 
Integrin, alpha X (antigen C011 C (pi 5 
sodium channel, voltage^ated, type V, 
ESTs 

GR02 oncogene 

ESTs, WeaWy similar to AF1 16721 11 
myxovlms (Influenza) resistance 1 , horn 
msior histocompatibility complex* das 
sparc/osteonecSn, cwcv and kazai-iike 
Kallmann syndrome 1 sequence 
protein tyrc^ne phosphatase, receptor t 
Clq-related factor 
Pro^3!pha)3{V) oolldgen 
predicted exon 

cystelne^ich, angiogenic inducer, 61 
predicted exon 

potassium vollage^ated channel, subfa 
plasminogen activator, Gssue 
connective tissue growth factor 
sushi-repeat protein 
mullimerin 

ESTs, Moderately similar to ALU1_HU 
complement component CI q receptor 
ankyrin 3, node of Ranvier (ankyrin G) 
predteledexon 

pregnancy specific beta-1 -gflycopfotein 
prostaglandin-endopemxlde synthase 1 
Qp^, endoUieliSl 

colony stimulating factor 1 receptor, fo 



TABLE 48: 

' Pkey: Unique Eos probeset Identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 

410438 120611.1 AA355749AA085520AWg66333AA340319BE170936 

416441 159480.1 BE407197 AA1B2474 AA180389 BE27562B BE276131 

421258 200725.1 AA286731 AA2B7521 AW1 88228 AW137774 

423795 232093 1 AW849759AW849758 T89549AA331069 



433221 


ABO40917 


Hs.97860 


44^15 


AA852875 


Hs.8850 


423613 


AF036035 


Hs.129910 


411213 


AA676939 


Hs.692fi5 


425483 


AF231022 


Hs.301273 


421258 


AA286731 




423795 


AW849759 




422424 


A11B6431 


Hs.1 16577 


443296 


AI765286 




448399 


AF179274 


Hs.22791 


414678 


AA341040 


Hs.77541 


429344 


R94038 


Hs.199538 


402114 






419216 


AU076718 


Hs.164021 


430263 


D12614 


Hs.36 


400464 






456841 


AA875e63 


Hs.152345 


409420 


215008 


Hs.54451 


418043 


AW377752 


Hs^1 


426523 ' 


S68616 


Hs.170222 


446051 


BE046061 


Hs.153315 


439710 


AF086543 




416602 


N^L006159 


Hs.79389 


418299 


AA279530 


Hs.83968 


42S721 


AC002115 


Hs.159309 


409757 


NM.O0189B 


Hs.123114 


430630 


AW263920 


Hs^621 


429630 


MB5289 


H5.211573 


427289 


AI097346 


Hs.174203 


401248 


A&02898g 


HS.B8500 


412627 


BE391959 


Hs.74276 


420104 


U09825 


Hs.1287 


405275 


A6028989 


HS.B8500 


425884 


U56420 


HS.1S9903 


446745 


AW118189 


Hs.156400 


441834 


Al.138034 


Hs.7979 


450986 


BE241B45 


Hs.25744 


416118 


N52n3 


Hs.167721 


443071 


AIj080021 


Hs.8966 


431247 


AU21578 


Hs.278489 


431449 


M55994 


Hs.256278 


457044 


S73899 


•Hs.2131 


416313 


AIB15601 


Hs.79197 


402172 






424218 


AF031B24 


Hs.143212 


409208 


Y00093 


Hs.51077 


426330 


M77235 


Hs.163331 


439758 


AA845235 


Hs.124470 


412429 


AV550262 


Hs.75755 


449987 


AW079749 


Hs.184719 


432408 


N39127 


HSJ6391 


406672 


M26041 


Hs.198253 


419749 


X73608 


Ks.93029 


419066 


NM 000216 


Hs.89591 


425003 


X58288 


Hs.154151 


423869 


eE409301 


Hs.134012 


430209 


AF177941 


Hs.235368 


400834 






442941 


AU076728 


HS.8B67 


403691 






430776 


AJ011021 


Hs.247905 


432342 


AL036128 


Hs.274404 


413731 


BEZ43S45 


Hs.75511 


423309 


BE006775 


Hs.126782 


431728 


NM-007351 


Hs.2681(J7 


450245 


AA007536 


Hs.271767 


446983 


AA1S7484 


HS.971S9 


414320 


U13816 


83.75893 


400253 






406694 


M94891 


Hs.225932 


418793 


AW382987 


Hs.83474 


410864 


NM_006033 


Hs.65370 


427274 


NM-005211 


Hs.174142 



fn3;b;LRRCT 


11.9 


dtsintegrui^Reprdysin^ 


11.9 


ig;Sema;AcetyItransf 


11,9 


CUB;MAMf5J8.type.C 


11.9 


EGF;c3dhef1n:lamfa\Irt.G 


11.8 


7tm_3 


11.8 


arf/as 


11.7 


TGF-bela 


11.7 


ig 


11.7 


kazat 


11.7 


arf,r3s 


11:5 


TGF4)eta 


11.5 


taminin_EGF,Haminin G 


11.5 


U 


11.5 


TNF 


11.4 


Pepfidase_S9 


11.4 


ig 


11.4 


lamlnlA_EGF;lamInln.B 


11.4 


fh3;ig:pktnase 


11.3 


NaJLExchanger 


11.3 


Reprdysin;disintegrin 


11.3 


Xiink 


11,3 


vwciTSPN 


11.3 


intBgrin_B 


11.3 


transmembrane4;CO)C6B;Ets 


11.2 


cystatin 


11.2 


7tm_3;ANFjBceptor 


11.2 


laminirLEGF;lg;ldi.rBcepta 


11.1 


SDF 


11.1 


vwa;vwd;TIL 


11.1 


G^atdi;lg:MutS C 


11.1 


zf-C3HC4;SPRY2f-B_t»x 


11.1 


vwa;vwd;TIL 


11.1 


7lm„1 


11.1 


vwa 


11.1 


sugar.tr 


11.0 


PH;RhoGAP:Ga|.blnd.iectin 


11.0 


hemopexin;Peplkjase_M10 


11,0 


ClqiCoIIagen 


10,9 


EGF;vwa 


10.3 


TNFa.c6 


10.9 


7lnu1 


10.9 


ig 


10.8 


ig 


10.7 


cystatin 


10.6 


vwa 


10.6 


lon_trans;IQ 


10.6 


tran5memt)rane4 


10.6 


iL8 


10.6 


ABC_tran;ABCjnembfane 


10.6 


lorLlrans;K_tetra 


10.6 


ig;MHCJLalpha 


10.5 


kazal;thyrogk)bulin_1 


10.5 


fn3,*wap 


10.5 


fh3;lg:Yj>hosphatase;MAM 


10.5 


GTP.EFTU:EFG C 


10.4 


CdIaBBn:COlR;TSPN 


10.4 


IRK 


10.4 


Cys Juiottsp.l w:lGFBP 


10,4 


tsp_1;RepiDlysln; 


10.4 


ion_frans 


10.3 


EGFrfn1i(ringie;bypsin 


10.3 


Cys_knot1sp.l;vwc 


10.3 


sushi;HYR 


10.3 


EGF;C1q 


10.3 


ig 


10.2 


E6F:XKnk 


10.2 


death;8nk;ZU5 


10.1 


7tm_i 


10.0 


Ig 


10.0 


EGF 


10.0 


RiboSQm3l_t^ 


10.0 


pkinase;^ 


10.0 
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439710 47550 1 
443296 56539_2 



AR)86543W96291W98225 
Ar765286 AW297086 BE566658 



TABLE 4C: 

Pkey: Unique number oorrespondirtg to en Eos pmbeset 

Ret Sequence source. The 7 digit numt)eTs In thts column ate Gent^ Identifier (61) numbers. tHmham I. et al.' refers to the publication entilled "The DMA sequence of 

human chronrasome 22* Dunham, et at (19991 Nature 402:489^95 
Strand: indicates DMA strand from which exons were predicted 
NLposiDon: Indicates nudeoSda positions of predicted exons 



Pkey 


Ref 


Strand 


Ntjwsaion 


400464 


99^870 


Rus 


22074-22214 


400B34 


8705192 


Rus 


1219$3-122286 


402114 


8316586 


Plus 


71578-71715 


402172 


8575911 


Minus 


143378-143S71 


402406 


3970929 


Plus 


10B72-11123.12932-13048 


402425 


9795347 


Minus 


50224^5 


403077 


8954241 


Rus 


146923-147222.147326-147628 


403069 


8954241 


Rus 


1719S4-172239 


403691 


7387384 


Minus 


88260-8646d 


405024 


7107727 


Rus 


88500^697 


405285 


6139075 


Minus 


55744-55903.5708O^170.6147&«1560 


405368 


2104517 


Rus 


4605547188 



TABLE 5A lists about 665 genes down-regulated In ovarian cancer compared to nomtal ovaries. These were selected as for Table 3A, except that the numerator and 
denomln^ were switched, and the ratio was greater than or equal to 3.0 (Le. 3-fold down-regulated in tumor vs. norma! ovary). 

TABLE 5A: 685 DOWN-REGULATED GENES, OVARIAN CANCER VERSUS NORMAL OVARY 

Ptey: Primekey 

Ex.Accn: Exemplar Accession 

UGID: UnlGenelO 

Title: UniGene Title 

ralb: ration nonnal ovary vs tumor 



Pkey Ex.Accn UGID Title 

421013 M62397 Hs.1345 mutated In colorectal cancers 

439360 AA448488 Hs-55346 ESTs. Weakly similar to Z141_HUMAN ZINC RNGE 

407644 D16815 Hs.37268 nudear receptor subfamityl, group 0, member 2 

424851 AA676441 Hs.1 19059 ESTs 

455056 AW853057 gb:RC1-eT0249-1702OOO254i04 CT0249 Homo sapie 

420727 H75701 Hs.99886 complement component 4-binding protein, beta 

451617 • C01058 Hs.l68000 ESTs 

401308 predicted axon 

440987 AA911705 Hs.130229 ESTs 

409725 T40760 Hs.90459 EST 

415752 BE314524 Hs.78776 putathre transmembrane protein 

437690 AA804362 Hs.180544 ESTs 

437787 AI90a263 Hs.291525 ESTs 

459054 AW798466 Hs.82396 2. 5'-oligoadenylate synthetase 1 

435330 R16769 Hs.185669 ESTs 

436642 AA724430 Hs.127960 ESTs 

453752 AL120800 gb:DKF2p762E1 52_f 1 762 (synonym: hmel2) Homo sa 

451683 AI808964 Hs.207673 ESTs 

4014S4 AF039241 Hs.9028 histone deacetytase 5 

43681 2 AW298067 Qb:UI-H-BWO^jM-09^)-Ul.sl NCLCGAP.Sub6 Horn 

410758 8E5359d8 gb:601 06241 8F1 NIH MGC 10 Homo sapiens cDNA 

412637 AA115097 Hs.261313 ESTs 

419166 AA234638 Hs.293584 ESTs 

423739 AA398155 Hs.97600 ESTs 

413813 M96956 Hs.7S561 teratocardnoma^erived growth factor 1 

41 621 1 Rl 4625 gb7g45c03 j1 Scares infant brain 1 NIB Homo sapiens 

443131 A1033833 Hs.132669 ESTs 

415866 T1011S Hs.92423 KIAA1566 protein 

410130 Ai912097 Hs.163208 ESTs 

439426 AI131502 Hs.143135 ESTs. WbaWy slmHar to FAFY HUMAN PROBABLE 

408141 U69205 Hs.45152 ESTs. Moderately similar to neurogenic basio4telix-loop 

419015 T79252 Hs.l44B3 ESTs 

441573 BE563966 Hs.6529 ESTs 

419386 AA236867 Hs.143858 ESTs 

430562 D78260 Hs.235097 ESTs 

434738 AA83S265 gb:odl7e02^1 NQ.CGAP^GCBl Homo sapiens cDNA 

403283 predicted exon 

415861 Z43123 Hs.144513 ESTs 

412732 AW993300 gb:RC2-BN0033-180200^15^ BN0033 Homo sapie 

441247 AW118681 Hs.128051 ESTs 

442865 N57659 Hs.l14541 ESTs. Weakly simflar to neuronal thread protein AD7c- 

409699 BE154650 (^•PM3m0344071299^03<08 HT0344 Homo aapie 

420352 BE258B35 gb.-601117374Fl NIH_MGC_16 Homo sapiens cDNA 

421418 AA808639 * gbxb88g05.8l Na.CGAP^GCBl Homo sapiens cDN 

413597 AW302B85 Hs.l17183 ESTs 

454102 AW752363 gbrflC^CT0201.27099W)11-«)3 CT0201 Homo saplen 

445487 AI8062a7 Hs.201217 ESTs 

457604 AI0043g7 Ks.130558 , ESTs. Wealdyslmaar to similar to 0-siaIoglycoprotein 
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ratio 
14.8 

116 

11.6 

11.5 

lU 

10.0 

9.9 

9.7 

9.7 

9.7 

9.6 

9.5 

9,2 

9.2 

9.1 

9.1 

9.1 

9.0 

8.7 

8.7 

8.4 

6.3 

8.1 

6.1 

8.0 

7.9 

7.9 

7.9 

7.8 

7.7 

7.6 

7.5 

7.5 

7.5 

7.4 

7.4 

7.4 

7.4 

7.4 

7.3 

7.3 

7.3 

7.2 

7.2 

7.1 

7.1 

7.1 



wo 02/102235 



PCTAJS02/19297 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



400942 






40^ 


R86913 




422046 


A16385&2 




441284 


AA927676 


HS.19&542 


446224 


AW4^1 


Hs.13308 


424943 


AU077260 


Hs.153924 


453967 


AWtX}9077 


Hs^2947 


448883 


AA167642 


Hs.14632 


431877 


AA521204 


•Hs.105507 


411337 


AW837349 




410S96 


AA374186 




417762 


AA205976 




406364 






452238 


F01811 


Hs.187931 


415288 


R15794 


Hs.141027 


407437 


AF2202M 




433126 


AF085984 




452453 


A1902S19 




431800 


AW452758 


Hs.162045 


426380 


AI291267 


Hs.149990 


449529 


AI990559 


Hs^32033 


437755 


AW204255 


H3^1887 


448307 


AI480289 


Hs^11026 


439586 


AA922936 


Hs.110039 


420051 


N35698 


Hs.44745 


425606 


AI522299 


Hs.173369 


433923 


AI823453 


Hs.146625 


408159 


H63977 


Hs.118526 


434844 


AF157116 


Ks^01355 


430197 


AA468888 


H3.1B7697 


440332 


AI218517 


Ks.188051 


450061 


AI797034 


Hs.201115 


454994 


AW850176 




402105 






409090 


W56067 


Hs.103105 


405752 






408074 


R20723 


Hs.124764 


459200 


Y09306 


Hs.30148 


416310 


T81421 


Hs.221396 


421976 


AL13d443 


Hs.23450 


429755 


NNL001364 


Hs.215639 


448732 


BE614063 




453909 


AW004045 


Hs.203365 


431178 


AA493884 


Hs.218008 


449671 


AW959755 


Hs.288896 


421349 


W01715 


Hs.102958 


453282 


AK000043 


H8.32922 


420618 


AA278781 


Hs.280698 


412480 


eE142364 




449858 


AW205979 


Hs.196085 


429884 


A1049925 


Hs,225984 


416453 


H56968 


H$.1 14593 


459497 


AAa25742 


Hs^7517 


433773 


AA759293 


Hs.1 12692 


458942 


AA009647 


Hs.8850 


436054 


AI076262 


Hs.1 19813 


410495 


N95428 




403277 






444302 


A)140115 


Hs.225130 


439834 


AI754576 


Hs.124523 


404020 






454338 


AW381251 


Hs.1050 


430922 


AW373747 


Hs.183337 


420289 


N55394 


Hs.96398 


428498 


AA429575 


Hs^43032 


445597 


K65649 




411543 


AW851248 




408354 


AI382803 


HS.1S9235 


444431 


AW513324 


HS.422B0 


406605 






405541 


AF039241 


Hs.9028 


458090 


AI282149 


Hs^213 


454529 


245439 


Hs^70425 


445832 


A1261545 




441223 


Ar475067 


H3.132499 


432552 


AI537170 


Hs.173725 


443650 


A1698330 


H3.151444 


403714 






444165 


AL137443 


H5.10441 


458914 


BE327696 


Ks.280922 


420620 


AA27B807 


Hs.173343 


458228 


AA934995 


Hs.184846 


448067 


R68568 


Hs.163373 


427000 


AI187420 


Hs.145221 



pretficted exon 

gtKyqSOfOSrl Scares fatal Over spleen INFIS Homo sa 
Qt>:ts50a10jc1 NO CGAP.Ull Homo sapiens cDNAc 
ESTs 
ESTs 

death-associated protein kinase 1 

ESTs 

ESTs 

ESTs 

eti:QV2.LT0038-270300-10&<}12 LT0038 Homo sapie 
0b:EST8623O HSC172 cdls I Homo sapiens cDNA S" e 
8b:zq48a10j1 Stratagene hHT neuron (937233) Homo 
predicted exon 

ESTs, Moderatety similar to S22703 vottage^ated pota 
ESTs. Weakly similar to ALUUHUMAN ALU SUBFA 
gtxHomo sa^^ns MOST-1 mRNA. completB cds. 
gb:Homo sapiens fUtl length insert cDHA ck)ne YT99F 
9b:QV^T009-101 198^51 BT009 Homo s^pens cDNA 
ESTs 

ESTs. Weakly similar to unnamed protein product [H^ 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

hypolhelica! protein LOC56757 

ESTs, Weakly similar to ALU5_HUMAN ALU SUBFA 

ESTs 

ESTs 

gb:IL3-CT0219-271099^22-H04 CT0219 Homo saplen 

predicted exon 

ESTs 

predicted exon 
ESTs 

homeodonnain-lnteractlng protein kinase 3 
ESTs 

mRNA for FLJ00023 protein 

discs, large (Drosophila] homolog 2 (chapsyn-110) 

gb£01503993F1 NIH MGC 71 Homo saf^ns cONA 

ESTs 

Homo sapiens cONA: FU21440 Us, done COL04389 
Homo sapiens cONA FU 12977 fis, clone NT2RP20062 
ESTs, Weakly similar to Lpg6p [S.ceFevislae] 
hypothetica] protein FLI20036 
ESTs 

gb:CM0-HT0143-270999^)62-d12 HT0143 Homo sapi 
ESTs 

DKFZP547G0910 protein 

ESTs 

ESTs 

ESTs 

a disintegrin and metatloproteinase domain 12 (meltrin a 
ESTs 

gb:zb80d09j1 SoaFes_senescenLfibrabtasts_NbHSFH 

predicted exon 

ESTs 

ESTs 

predicted exon 

pteckstrin homology. Sec7 and ooiled/coll domains l(cy 
ESTs 

S^oguanine DNA gtycosytase 
ESTs 

gb:yr72d10.r1 Soares fetal Bverspleen INFlS Homo sa 
gb:IL3-CT0220-16020(M}66-F01 CT0220 Homosapien 
ESTs 
ESTs 

predicted exon 
hlstonedeacetytaseS 

ESTs. Highly sfrnflar to FXD3_HUMAN FORKHEAD 
ESTs 

gb:qz30a07jt1 Na.CGAP_Kid1 1 Homo sapiens cONA 
ESTs 

ESTs. Weakly simaar to ALUS HUMAN ALU SUBFA 
ESTs 

prsdicted exon 

hypothetfeal protein FU1 1 235 

ESTs 

ESTs 

ESTs, Weaklyslmilar to R28830 1 [Hsapiensl 
src homology 3 domahKXintaining protein HIP-^ 
ESTs 
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6.9 
&9 
6.9 
6.9 
6.9 
&9 
6.9 
6.8 
6.6 
6.8 
6.8 
6.7 
6.7 

a7 

6.7 

a? 

6.6 

ae 
as 
as 

6.4 

a4 
a4 
a4 
a4 
a4 
a4 
a3 

6.3 

as 
as 
a3 
as 

6.3 

a2 
a2 
a2 
ai 
ai 
ai 

6.0 
6.0 
6.0 

ao 

6.0 

ao 
ag 
a9 
a9 
a9 
ag 

5.9 

a9 

5.9 

ag 

5.9 

a8 
a8 
a8 
as 
a8 
a7 

5.7 
5.7 

a7 
a7 
a7 

5.7 
5.7 

a? 

5.6 

ae 
a6 

5.6 

a6 
ae 
a6 
a6 
a6 

5.6 

as 

5.5 

as 
as 
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452351 

459359 

408385 

450938 

431888 

459418 

418718 

413236 

439063 

446361 

458253 

433582 

455790 

445755 

436513 

416671 

440231 

429366 

437779 

424029 

425614 

430653 

408855 

410454 

438116 

409138 

423047 

440212 

404108 

456253 

409365 

444013 

454071 

419761 

451250 

405290 

454487 

444131 

441679 

450077 

421209 

445140 

421126 

447037 

407168 

436196 

442772 

444138 

458589 

451640 

441318 

407490 

438224 

451638 

457356 

430679 

445747 

409038 

433382 

401287 

424188 

404868 

410152 

444997 

431075 

429033 

414337 

410336 

445263 

434792 

433403 

454940 

455534 

416437 

433767 

4349n 

416192 

459218 

402109 

444490 

432632 

438683 

404044 

449862 



AA025647 

N9954S 

AF(e5634 

AW753734 

Kg9557 

Wg65S0 

R83017 

H16442 

AF085922 

A1291234 

AW296952 

AA642416 

BE09Q690 

AW294870 

AJ278110 

N94087 

AWQ15420 

AA460104 

AA345232 

AB014594 

A1334963 

AW902062 

T83061 

AW749041 

AI904105 

W73159 

NM_005323 

AW300959 

T12198 

AA702376 

T08531 

AI041793 

M17373 

AA491275 

AW796342 

AI806600 

BE502267 

AA523752 

AJ010230 

AI650599 

M74587 

AI357568 

R4517S 

AK001084 

AW503680 

Af701572 

AV654623 

AA195601 

A1078234 

S79281 

AA933999 

AW798466 

AA48982t 

R44428 

AI820B63 

T88693 

T64293 



H&44553 

H3J77215 

Hs^ 

Hs^6418 

Ks.204828 

H5.1 27376 

K3.113968 

Ks^e2241 

Hs.196802 

Hs.173ai 

Hs^23672 

Hs.1 25507 

Hs^6073 

Hs.1 63323 

Hs.99540 

Hs.21227 

Hs.137579 

Hs.156256 

Hs.30280 

Hs.279604 

H3.122016 
Hs.58290 
Hs.123064 
Hs.126216 



Hs.226440 
Hs.44404 
Hs.42502 
Ns.93177 
Hsi36940 



Hs.207119 

Hs.65g96 

H8.120855 

Hs,102576 

Hs.197913 

Hs.102122 

HSJ57612 



Hs.300513 

Hs.t51153 

Hs.288141 

Hs.26771 

Hs.176130 



Hs.82396 

Hs.191670 

Hs.22801 

Hs.145328 

Hs.226410 

Ha.291453 



AW954552 Hs,142634 



AW593104 

AI204451 

BE267477 

NWL007374 

BE386606 

BE391S10 

AW515763 

AA649253 

AF040247 

AWB46202 

AW991925 

1448990 

AA609245 

Ai734233 

NM_005036 

AAai2633 

AI151080 
AW973801 
AA813982 



Hs.23681 
Hs.146196 

Hs.194756 

Hs.18498 

Hs.246872 

Hs.132458 



Hs.37204 

Hs226142 

Ks.998 

Hs.10845 

Hs.146830 
H5.134656 
Hs^1842 



AI572277 Hs.199475 



gb3e85d01.r1 Soar8SjetaLheart_NbHH19W Homo sa 
gbza40305.r1 Soares fetal Gver spleen 1NFLS Homo sa 
unc5 (Cetegans homotog) c 
ESTs 

early endosoma anQgen 1, 162kO 

ESTs 

ESTs 

KIAA026&gens product 

ESTs 

ESTs 

ESTs 

ESTs 

gb:RC1-8T0720-280300^11-g02 BT0720 Homo sapte 
ESTs 

OEAtVbox protein 

ESTs. Moderately similar to HG14_HUMAN NONKIS 

ESTs 

ESTs 

ESTs 

KIAA0694 gene product 

ESTs 

ESTs 

desmin 

gb:RC3-BT0319-10010O^12-c05 BT0319 Homosapte 

ESTs 

ESTs 

HI histone family, member T (tesfls^eclfic) 
ESTs, Weakly sinnOar to good similarity to E. coil hypo 
predbted exon 

gb:A588F Heart Homo sapiens cDNA dorte A588, mRN 
Homo sapiens done 24881 mRNA sequence 
hypothetica] protein PR01488 
ESTs 

interferon, beta 1. fibroblast 

Homo sapiens cONA FU12542 fis, done NT2RM4000 

predlded exon 

gb:PM2-UM0027-230200^2-ti02 UM0027 Homo sap 
EST, WeaHy similar to Intrinsic factor-BI 2 receptor pr 
ESTs 
ESTs 

ret finger protein-tike 1 anlisense 
ESTs 

insulin-like growth factor binding protein 1 
ESTs 

gb7g40f01.s1 Soares Infant brain 1 NIB Honno sapiens 
gb:Komo sapiens cDNA FU10222 fis. done HEMBBl 
ESTs, Weakly similar to T1 5B7.2 [Celegans] 
ESTs 

Homo sapiens cONA FU13015 fis, done NT2RP30006 
Human DMA sequence from done 747H23 on chromos 
ESTs 

gb:pancrealic n'bonuclease [human, mRNA Recombtnan 

gb:on91f04.sl Soares_NFU_T_GBC_S1 Homo sapiens 

?^-ol!goadenylate synthetase 1 

ESTs 

ESTs 

ESTs, Weakly slmBar to ALU1 J^UMAN ALU SUBFA 

ESTs 

ESTs 

predicted exon 
zinc finger protein 
predicted exon 
ESTs 
ESTs 

gb:601189542F2 NIH J^GC_7 Homosaplens cONA d 
sine ocutts homeobox (I>osophita] homoiog 6 
gb:601273980F1 NIHJ^C 20 Homo saf^ cONA 
Homo sapiens cONA FU12277 fis, done MAMMA10 
ESTs 
ESTs 

gb:Homo sapiens erylhrold diffarenOaOon^ated factor 
gb:Qy0^179-01 1299^61-flO CT0179 Homo saple 
gb:PM3-BI^001M3010<MK}2-b07BN0011 Homosapl 
ESTs 

gb:afl3a1U1 Soares testis NHT Homo sapiens cONA 
ESTs. WeaWy similar to ALU7_HUMAN ALU SUBFA 
peroxisome proGferalive activated reoeptcv, alpha 
ESTs 

predicted exon 
ESTs 
ESTs 
ESTs 

predicted exon 
ESTs 
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5.1 
5.1 
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5.1 
5.1 
5.1 
5.1 
5.0 
5.0 
5.0 
5.0 
5.0 
5.0 
5.0 
4.9 
4.9 
4.9 
4.9 
4,9 
4.9 
4.9 
4.9 
4.9 
4.9 
4.9 
4.9 
4.9 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.8 
4.6 
4.8 
4.8 
4.8 
4.6 
4.6 
4.8 
4.6 
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419002 


T786K 


Hs.268594 


ESTs 


425582 


AL157686 


Hs.293737 


ESTs 


416086 


H18252 


Hs.227263 


ESTs 


441133 


AA918191 


Hs.194457 


ESTs 


446323 


AI2a8274 


Hs.14g868 


ESTs 


440347 


AI125590 


Ks.142864 


ESTs 


439481 


AR186294 


KS.12S844 


ESTs 


456388 


W28557 




gb:48d& Human retina cONA randomly primed subCbra 


441884 


R34177 


Hs.181315 


ESTs. Moderately slinaar to ALU4_HUMAN ALU SU 


445910 


R93483 


Hs.260273 


ESTs 


403531 






predk^ eiom 


429773 


A)332482 


Hs.216791 


proteoglycan 4, (megakaryocyte slimulaling factor, ailic 


422563 


BE299342 


Hs.19348 


Homo sapiens cOKA FU13119 fis, dona NT2RP30026 


422890 


Z43784 


Hs.78713 


sohJta carrlar fanOy 25 (mitochondria] cairfer; phospha 


453663 


AL048807 


Hs.180714 


cytochrome c oxidase sut>unit Via potypepGde 1 


447839 


N72050 


Hs.164144 


ESTs 


415612 


F12893 


Hs.13301 


ESTs 


433371 


T254S1 




gb:PTHI188 HTCDL1 Homo sapiens cONA slmfla 


410667 


AW936099 




gb:Q\rtH)T0020.210100^95^04 DT0020 Homosapie 


410890 


AW809575 




gb:MR4-ST0121-060200^2-al2ST0121 Homosapie 


404451 






predicted exon 


441705 


AI087052 


Hs^5993 


ESTs 


439597 


W79579 


Hs.58552 


ESTs 


407825 


NM_006152 


Hs.40202 


tymphdd-restn'cted memtKane protein 


423073 


BE252922 


Hs.1231ig 


MAO (motheis against decapentaplegic, Orosophila) ho 


456278 


BE300369 


Hs.42643 


ESTs, Wedk^ slmflar to KIAA1016 protein [H.sapiens 


424719 


H90452 




gb:yv01c03.r1 Scares fetal liver spleen 1 NFLS Homo sa 


439542 


AW297571 


Hs.17646 


ESTs 


444433 


AV649844 


Ks^82436 


ESTs 


438831 


BE263273 


HS.3D1128 


ESTs 


410065 


AW812744 




gb:RC3^T0186-181099^12-<:09 ST0188 Homo saplen 


453895 


AA039843 


Hs.61948 


ESTs 


458250 


A1807339 


HS.1S2174 


ESTs. Weakly similar to ZUO.HUMAN ZINC RNGE 


423403 


AA325483 




gb:EST28475 Cerebellum II Homo sapiens cONA 5" en 


454679 


AW813110 




gb:CM4^T01B&O5109^21-f05 STOI 89 Homo saplen 


445368 


AI221631 


H5.166788 


ESTs 


401004 






predicted exon 


425837 


AF007567 


Hs.159609 


Insulin receptor substrate 4 


420497 


AW206285 


Hs.253548 


ESTs 


449438 


AA927317 


Hs.176719 


ESTs 


429409 


AI694817 


Hs.155980 


ESTs 


447959 


A1452784 


Hs.270270 


ESTs 


407340 


AA810168 


Hs.232119 


ESTs 


424326 


NM_014479 


HS.14S296 


distntegrin protease 


443479 


AF027219 


Hs.9443 


zinc finger protein 202 


443246 


T75157 


Hs.285515 


ESTs, Weakly similar to hypothetical protein [H.sapien 


414475 


BE302g55 


HS.11959B 


rfbosomal protein tJ 


432075 


AW972934 




gb:EST385030 MAGE resequences, MAGM Homo sap 


417908 


R24769 


Hs.23725 


ESTs 


406518 


W28077 


Hs.79389 


nel[chickenHke2 


441460 


Alg62476 


Hs.226804 


ESTs. Moderately similar to ALUC_HUMAN III! ALU 


450549 


T49427 


Hs.181244 


major histocompatibility complex, dass 1, A 


426528 


AA380828 




gb:EST93827 Activated T-cetIs VII Homo sapiens cDN 


430535 


AW968485 




gb:EST380S61 MAGE resequences, MAGJ Homosapi 


408479 


B£04n29 


Hs.144483 


ESTs 


448636 


AI557139 


Hs.129179 


Homo sapiens cDNA FU13581 fis. done PLACE10090 


411280 


N50617 




gb:yy89h02,r1 Soares_muIllple.sderosis.2NbHMSPH 


440790 


AW593050 


Hs.128580 


ESTs 


458301 


AR)03834 




gb:AF003834 Qontech HI1149x Homo sapiens cDNA 


442277 


AW448914 


Hs.202391 


ESTs 


449463 


AI657038 


Hs.196109 


ESTs 


433426 


H69125 


Hs.133525 


ESTs 


410782 


AW5048GO 


Hs.288836 


Homo sapiens cONA FU12673 fis, done NT2RM4002 


423040 


AA320749 


Hs.209464 


K1AA1604 protein 


432430 


AW0799B4 


Hs.262480 


ESTs 


432072 


N62937 


Hs.269109 


ESTs 


452213 


AL1 10237 


Hs.28425 


Homo sapiens mRNA; cDNA DKFZp566D224 (from c 


403635 






predicted exon 


441919 


AI553802 


Hs.128121 


ESTs 


416717 


H79S59 


Hs.297726 


ESTs 


430995 


NM.005092 


Hs^48197 


tumor necrosis factor (Bgand) superfamily, member 1 8 


4:^ 


AA449013 


Hs.99203 


ESTs 


415840 


R15955 


Hs^175a 


ESTs 


451300 


AA017066 


Hs^7686 


EST 


445366 


AI221511 


H3^8662 


ESTs 


424194 


BE245833 


Hs.169854 


hypotheGcal protein SP192 


459105 


NM-014517 


Hs.28423 


iqstream binding proldn 1 (LBP-la) 


455387 


BE069037 




gb:QVJflT0379-1612SM4O«12 BT0379 Homo sapie 


410507 


AA355288 


Hs.271408 


ESTs 


453823 


AL137967 




gb:OKFZp761D2315_r1 761 (synonym: hamy2) Homo 


450966 


AA017245 


Hs.32794 


ESTs 


432694 


AW991585 


Hs.276755 


ESTs. WeaUy similar to F53S 1 J2 [Cetegans] 


455108 


AW856866 




gb:RC0-CT0299-291199O31-G02 CT0299 Homo sapie 


443609 


AV650231 


Hs.282941 


.ESTs 
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427469 


M4O3084 


Hs^9347 


417178 


K51636 




439751 


AA198090 


Hs^794 


431982 


AW419296 


Hs.1 05754 


442641 


AI890955 


K3.262983 


422123 


AW881145 




449156 


AF103907 


Hs.171353 


419668 


A1033096 


Hs.132777 


41S23S 


AW994005 


Hs.172572 


432663 


Ai984317 


H3.122589 


448313 


BE622486 


Hs.121688 


411279 


AW884776 




440652 


AI216751 


Hs.143977 


416608 


R11499 


H5.189716 


420405 


AA743396 


Hs.189023 


405717 






435267 


M23797 


Hs.110114 


412228 


AVra)3785 


Hs.73792 


403560 


Ai929721 


Hs.5120 


449162 


AI632740 


Hs.10476 


459157 


AI904385 




432474 


AA5&4042 




455388 


AW936234 




426456 


AA580748 


KS.13065& 


438597 


AA8tl662 


Hs.171497 


437934 


AW880871 


HS77496 


459385 


8E380047 




436404 


AWg68556 


■Hs.137240 


457740 


AW500456 




437385 


AA757055 


Hs.164060 


444530 


AV650124 


Hs.282435 


408066 


AA046914 




411256 


AW334039 




433582 


BE548749 


Hs.148016 


438637 


BE500941 


Hs.126730 


414571 


BE410746 


Hs.22868 


445190 


AI279299 


Hs.255584 


443542 


AI927065 


Hs.146040 


430444 


AW296421 


Hs.121035 


454573 


BE145471 




409846 


AW501748 




456141 


A1751357 


Hs.288741 


456140 


AA169515 


Hs.6006 


441685 


AI459261 


Hs.144481 


416677 


T83470 




401740 






420122 


AA255714 


HS.2B4153 


442594 


AW272467 


Hs^54655 


426294 


AA374185 




411922 


AWB76260 




452320 


AA042873 


Hs.160412 


431644 


AW972822 


Hs.169248 


409892 


AW956113 




418132 


T92670 


Hs.1 17421 


414372 


AA143654 




400198 






416900 


M59964 


Hs.1048 


445444 


AA380876 


Hs.270 


435957 


N39015 


Ks.190366 


4422S9 


AW467791 


K$,155561 


419499 


AA808136 


Hs.177698 


438403 


AA806607 


Ks.292206 


449386 


AA001308 


Ks.193213 


443283 


BE568610 




406461 






453530 


AW021633 




415558 


AA885143 


Hs.125719 


416874 


H98752 


Hs.42568 


454685 


AW836922 




419896 


Z99362 




440962 


Aig89961 


H3.233477 


419401 


AW604663 




406562 






405690 


BE409855 


Hs.808 


435262 


AA677428 


Hs.189731 


402451 






451577 


N69101 


Hs.32703 


457141 


AA521410 


Hs.41371 


407817 


H92553 


Hs.40400 


412813 


AA653507 


Hs.285711 


418355 


L42563 


Hs.1 165 


44S357 


AW161533 


Hs.300866 


407448 


AJ001865 




456363 


AI148037 





ESTs 

C^TySTbOUl SoaresjTurI6pIqjBderostSL2Nt^SPH 
Homo sapiens mRNAfuD length insert cONAcbneEU 
ESTs 
ESTs 

9b:QV&OT00334)t0400-182-a07 OT0033 Homo sapte 

prostata cancer anSgen 3 

ESTs 

hypotheticsl protein FU20093 
ESTs 

Homo sapiens cDfiA aJ13463 6s, done PUCE10034 

gbK3V4-OT0067-0l0300-12l-<I01 OT0057 Homo sapie 

ESTs 

ESTs 

ESTs 

predicted exon 
ESTs 

complement component (3d/Epstem Barr virus) recepto 

dynein, cytoplasmic, light potypepSde 

ESTs 

gb:CM-BTd54-0803g9-054 8T054 Homo sapiens cON 
gb:nn65e09.s1 NCI CGAP_I^1 Homo sapiens cDNA 
gb:QVO-DT0020^0200-10&g05 DT0020 Homosapla 
ESTs 
ESTs 

small nuclear nbonudeoproleln pdypepllde G 
gb.-601 159362F2 NIH_MGC.53 Homo sapiens cDNA 
Homo sapiens mRNA for partial 3UTR, sequence 2 
gb:UI-HF-BN0-aklMM)7^Ul.r1 N1H_MGC_50 Homo 
ESTs 
ESTs 

gbzf47hl0.r1 Soares retina N2b4HR Homo sapiens cO 
gb:QVO-n0010^119W)53^n0010 Homo sapte 
ESTs 

ESTs, Weakly similar to KtAA1214 protein [H.5aplens 

protein tyrosine phosphatase, non-receptor type 1 1 

ESTs 

ESTs 

ESTs 

gb:QVO.KT021 6^1 1 199mc09 HT0216 Homo sapie 
gb:UI-HF-BR0p-aim-b.12^Ul.r1 NIH J^GC_52 Horn 
Homo sapiens cDNA: RJ22256 lis, dons HRC02860 
ESTs 
ESTs 

gb7d46g06.rl Soares fetal liver spleen INFIS Homo s 
predicted exon 

Fanconi anenila, complementation group A 
Untitled 

gb:EST86289 HSC1 72 cells I Homo sapiens cONA 5* e 
gb:PM4-PT0019.1312994306-E04PT0019 Homo sapie 
ESTs 

cytochrome c 

gb:EST3681B3 MAGE resequences. MAGD Homo sap 
ESTs 

gb:zo65a0Zr1 Stratagene pancreas (937208) Homo sap 

predicted exon 

KITligand 

pleckstrln homology, Sec7 and coiled/boli domains, bind 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

gb:601342622F1 NtHJ^GC_53 Homo sapiens cONA 
predicted exon 

gb:df26c02.yl Morion Fetal Cochlea Homo sapiens cDN 

ESTs 

ESTs 

gb:QVl-LT003&.150200^4-h06 LT0036 Homo sapie 
gb:HSZ99362 DKFZphamyl Homo sapiens cONA don 
ESTs, Moderately similar to A Ch^ A, Secypa Compt 
gb:QV4-UM0094-160300-135-d06 UM0094 Homo sap 
predicted exon 

heterogeneoiK nudear ribonudeoprotein F 
ESTs 

predicted exsn 
ESTs 
ESTs 
ESTs 

Homo sapiens cONA FU13089 fis. done NT2RP30021 
ATPase, H+/K+ transporting, nongastrfc, alpha potypep 
ESTs 

gb:Honio Sapiens mRNA, partial cONA sequence for h 
. gbuig61e01 j1 So3res_tesfis.NHT Homo saptens cONA 
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4.0 
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4.0 
4.0 
4.0 
4,0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
4.0 
3.9 
3.9 
19 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 
3.9 

a9 
a9 

3.9 
19 
3.9 
19 
19 
19 
19 
19 
19 
19 
19 
19 
18 
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3.8 
18 
18 
18 
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444651 

455067 

442657 

429142 

429274 

437774 

427737 

405671 

413627 

438858 

416612 

423045 

453361 

437243 

437987 

408781 

455895 

431492 

413247 

422866 

431828 

438872 

438673 

416624 

401963 

402867 

408315 

418320 

447199 

422590 

451996 

412463 

440928 

441951 

440705 

434231 

411039 

413137 

417970 

439786 

459595 

443601 

404041 

406122 

404582 

455786 

411899 

425758 

421776 

430169 

407695 

454564 

425902 

439328 

429066 

428690 

437302 

443973 

453993 

413623 

409196 

424916 

424769 

400080 

421521 

405549 

446114 

441392 

424025 

448527 

437083 

449880 

449311 

442999 

416238 

423209 

409854 

414941 

455337 

415296 

423336 

415618 

405583 

435601 



W58469 

AWe54538 

BES02631 

AA83SS39 

AI379772 

AW978199 

M435988 

BE182082 

R37523 

H70S65 

AW957472 

AA035197 

AA747549 

AW4S0202 

BE148621 

BE154837 

AW612343 

AW963969 

NM 002410 

AA572994 

R64197 

AI824717 

H69044 



AW179148 

OB6981 

AI939421 

AA312758 

AV\^14021 

AW953444 

AL046575 

W31002 

AAS04244 

AF119901 

AL135674 

BE066915 

AA309234 

AV652707 

AL04O421 

A1078554 



8E090077 

AA370573 

AL036430 

AW301994 

AA468531 

Ai808007 

AW807573 

X52S09 

W07411 

AA868555 

AI948490 

AA837146 

A)5800B3 

AW615224 

AAB25721 

NM.001874 

AW867440 

H08469 



Hs.103120 ESTs 



Hs.130645 
Ks.104g72 
K&.99206 
Ks.291648 
Hs.178066 

Hs.246973 
Hs.269924 

Hs.301511 
Hs.107375 
Hs.25gi22 
Ks.122963 
Hs.254602 



Hs.121502 



Hs.23569 
Hs.123443 



Hs.84084 

Ks.160900 

K3.193945 

Hs.245510 

Hs.78672 

HS.13019B 

H3.128ig5 

Hs.153205 

Hs.250568 

Hs.163348 

Hs.57760 
Hs.33756 

Hs.15662 



Hs.197772 
Hs.108183 
Hs.189047 
Hs,66450 

K&.161640 

Hs.118212 

Hs.178222 

Hs.98765 

Hs.180275 

Hs.176154 

Hs.252839 

Hs^46973 

Hs.169765 

Hs.23096 

Hs.142653 



AI638760 Ks.161795 



A1275715 

AW451831 

Ar7D1652 

AI52S606 

AA351109 

A1673006 

AI657014 

AW662889 

W90448 

QE278526 

AW501833 

C14855 

AW751661 

F05086 

AB007961 

F12954 



Ks.145926 
Ks.222119 
Ks.301296 

Hs.5437 
Hs^1948 

Hs.132395 

Hs.106823 

Hs.182159 
Ks.65gi9 

Ks.127338 



flb:RC3<nO255-20010{W124«J2 CT0255 Homo sapie 

EST* 

ESTs 

ESTs 

ESTs 

ESTs. WeaMy stmflar to AR)68289 5 HDCA01 P \Hjs 

predkited exoa 

ESTs 

ESTs 

gb7T97c04x1 Scares fetal Sver spleen 1NFLS Homo sa 

ESTs, Highly sinular to KPT2_HUMAN SERINEmiR 

ESTs 

ESTs 

ESTs 

ESTs 

gb:PM1-HT0345-l21199^1-c08 HT0345 Homo sapie 
gbi)gg7c10jc1 NCLCGAP.K!d11 Homo sapiens cON 
gb:EST376042 MAGE resequexes, MAGH Homo sap 
mannosyl (alpha-1,6-Htycopretein beta-1,6-N-acetyl^ 
gb:nm33f11s1 Na_CGAP_Up2 Homo sapiens cONA 
ESTs 
ESTs 

gb7r77h05.s1 Soares fetal liver spleen 1 NFLS Homo sa 
predicted ei^n 



gb:MR4-ST0067-20089&4)02-607 ST0067 Homo sapie 
amytoid beta precursof protein (cytoplasmic tal]}-blnd]n 
ESTs 

Homo sapiens cDNA RJ13962 fis. clone Y79AA10012 
ESTs 

lamlnln, alpha 4 
ESTs 
ESTs 
ESTs 

hypothetical protein PR02831 
ESTs 

gb:PM0-BT0340-231 199401-607 BT0340 Homo sapie 
Homo sapiens cONA: FLI23119 fls, done LNG07978 
Homo sapiens mRNA full length insert cONA done EU 
gb:DKFZp434B0714_/1 434 {synonym: htesS) Homo s 
ESTs 



AF217509 Hs^83077 



predicted exon 
predicted exon 

gb:RC6.BTO71O-300300-021.FO2 BT0710 Homo sapie 
gb:EST82238 Prostata gland I Homo sapiens cONA 5* e 
ESTs 

candidate tumor suppressor p33 ING1 homolog 

ESTs 

ESTs 

gb:MR1-ST008&O2129»}04-g01 STOOSS Homo sapie 

tytostne aminotransferase 

ESTs, Moderately slmiiaf to ALU3_HUMAN ALU SU 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

carboxypeptidase M 
ESTs 

rat finger protein 
pFedtcted exon 
ESTs 

prodlctsd exon 
ESTs 

ESTs. Weakly similar to K1CQ_HUMAN KERATIN, T 
ESTs 

gbrPTI .3_03.G05.r tumorl Homo sapiens cONA S, mR 
Taxi (human T-cetl leukemia virus type I] binding piot 
ESTs, Weakly similar to ALUB HUMAN Hi! ALU a 
gb:tt49al2.x1 NCLCGAP GC6 Homo sapiens cONAc 
ESTs 

Qb2h78c08^1 So3res_telal_Bverj5pIeen_lNFLS.Sl H 
H^aplens gene from PAC 42615. similar to syntaxin 7 
gb:UI-HF^R0p^*(HW1.(MJlJl NIH,MGC.52 Horn 
ESTs 
ESTs 

gb:HSC01A011 nomfi^lzed infant brain cONAHooio s 
KIAA0492 protein 

gb:HSC3GG091 (lormaTized infant brain cONA Homo s 
pretfidfidexon 

centrosomal P4.1-assocIaled protein; uncharacteifzed bo 
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450867 AA011454 Hs.245l22 ESTs 

431339 AA506294 Hs^266 ESTs 

4419S9 Ar73338S Hs.l»194 ESTs. VtefiWy similar to ALU 1_HUMAN ALU SUBFA 

_ 431343 AW970603 Hs,300941 Homo sapiens cONAFUl 1661 fis,clon8HEMBA1 00 

5 434317 AI674095 Hs.1 16323 ESTs 

414741 R51321 Hs.25780 Homo sapiens COMAFU12252 lis, done MAMMAIO 

439707 AW297702 Hs.102915 ESTs 

443178 AI631241 Hs.47312 ESTs 

400397 AJ270770 Hs.154485 transcriptton factor 7^ 2 (T-ceU specific. HMfrbox) 

10 455887 BE154173 flh:PM1-HTD340-20123W)04412HT0340HomosapIe 

434362 W27081 Hs.295446 ESTs 

40921 1 AA078835 ob3in94h04jt1 Stratagene cdon HT29 (937221) Homo 

414390 BE281040 ob.'601156234F1 NIH_MGCJ!1 Homo sapiens cDNA 

457142 AI924353 Hs^89 EST 

15 423006 U29700 Hs.123014 antl-MuIIerian homione receptor, type tl 

4533S3 AI389776 Hs.232623 ESTs 

418913 BE046745 8b:hn39b06j(1 Na.CGAP_RDF2 Homo sapiens cON 

440016 AW118114 Hs.137057 ESTs 

405096 predicted exon 

20 435072 AW592176 Hs.1 16932 ESTs 

436535 L09078 gb:Homo sapiens mRNA fragment 

424001 W67883 Hs.137476 K1AA1051 protein 

42B361 NM_015905 Hs.1B3858 transcrlpfional intermediary factor 1 

410587 AA370706 Hs.11252 ESTs, Weakly similar to Weak simHaritywilh the Ysy6 

25 454543 AW806895 gb:CW4-STQP23-160400-172-c06ST0023Homosapl8n 

419515 S81944 H5.90791 gamma^'nobutyric acid (GABA) A receptor, alpha 6 

410280 AA083558 Hs^61286 ESTs 

425714 AW963278 gb:EST375351 MAGE resequences. MAGH Homo sap 

416895 AW961600 gb:EST373672 MAGE resequences. MAGG Homo sap 

30 427935 AW503687 H5.1 19424 ESTs, Weakly similar to unnamed protein product [H^a 

411673 8E064863 gb:RC1-BT0313-110300^l&fl)6 BT0313 Homosspien 

453339 AW992599 H3^52797 ESTs 

424696 BE439547 Hs.151S03 Homo sapiens done 24706 mRNA sequence 

436242 AK002187 gb:Homo sapiens cONAFU 11 325 fis. done PLACE 10 

35 442S37 AI022082 Hs,50492 ESTs 

452807 AA028933 Hs.162434 ESTs 

418110 R43523 Hs.217754 Homo sapiens cDNA: FU22202 fis, done HRC01 333 

433936 AI208072 Hs.123459 ESTs 

458177 AI744995 Hs,267072 ESTs. Moderately similar to ALU4_HUMAN ALU SU 

40 401896 predidedexon 

406237 predided exon 

457688 AL110157 Hs.3843 Homo sapiens mRNA; cDNADKFZp585F2224 {from 

456914 AW363582 Hs.75323 prohlbilin 

421916 R34441 Hs.101007 Homo sapiens cDNA: FU 23546 fis, done LNG08361 

45 419321 N48146 Hs.269069 ESTs 

447876 AV654978 Hs.19904 cystathtonase (cystathionine gamma-tyase) 

406197 pnedidBd exon 

443005 AI027184 Hs.200918 ESTs 

^ ^ 450078 A1681743 Qb:bt38g10jt1 Na_CGAP_Lu24 Homo saptens cDNA 

50 431301 AA502384 Hs.151529 ESTs 

430202 T65775 ob7d60g02.rl Soares fetal liver spleen 1 NFIS Homo s 

42B559 H24338 Hs.27041 ESTs 

455731 BE072188 Qb:QV4^T053&-21 1 29W)55-b09 BT0536 Homo sapie 

420735 AW297440 Hs.e8653 ESTs 

55 430881 NM.000809 Hs^48112 gamma^obutyrlc add (GABA) A receptor, alpha 4 

405836 predicted exon 

449178 A1533748 H3.197597 ESTs 

453265 U61232 Hs.32675 tubulln-spedfic chapemne e 

^_ 430700 AA76B902 Hs^47812 H2A histone family, member K. pseudogene 

60 424496 A1733451 Hs.129212 ESTs 

446963 AI662668 Hs.176333 ESTs 

422879 AI241409 Hs.188092 ESTs 

419831 AW448930 Hs.5415 ESTs 

449570 AA001793 gb:zh86c06.rl SoarBS.feta]Jver„spleerLlNaS.S1 H 

65 406255 predicted exon 

4123^(1.. AW936903 gb:RC1-OT0029^020&O12-d02 DT0029 Homo sapie 
401350-' predidedexon 

439098 AF085955 gb:Komo sapiens full length Insert cONA done YRB6G 

450589 A1701505 H3i02526 ESTs 

70 430749 AJ242956 H3^960 v-myc avian myelocytomatosts vfral related oncogene, n 

430689 A[69559S Hs^19 ESTs 

454753 AW819212 gb:CM1-5T0283^71299^1-d)7 ST0283 Homo sapie 

444479 AA194980 Hs.30818 Homo sapiens cONA FU13681 fis, done PLACE20000 

^_ 413516 BE145907 gb:MR0-HT020B-22l299-204el 2 HTO208 Homo sapie 

75 425541 AA3591ig gb:EST681 72 Fetal lung II Homo sapiens cDNA 5* end, 

457107 AA418246 Hs.l85796 ESTs, Weakly similar to b34I8,l [H.sapiens] 

421480 NM.016158 Hs.104671 erythrocyte transmembrane protein 

444289 BE287060 - Hs.76391 myxovims finfiuenza) resistance l.homotog of murine 

417725 R25257 Hs.21503 ESTs 

80 453531 ALD46418 gt):OKFZp434N247j1 434 (synonym: htesS) Homo sa 

450692 H50603 Hs.94037 hypothetical protein FU23053 

413357 W47611 gl)2c35e06j1 Soare3_senescenLlibrobIastsJibHSF H 

415327 H22769 Hs.1861 membrene protein, palmttoytated 1 (55kO) 

457569 AW970021 Hs.291120 . ESTs. Weakly similar to ALU8_HUMAN ALU SUBFA 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 

80 



446601 

435526 

440589 

41B76B 

426768 

400394 

433565 

424093 

449S52 

431892 

405512 

446990 

457729 

417333 

456420 

403497 

427145 

406454 

441033 

408444 

434739 

437050 

423092 

424695 

443362 

437500 

4254.58 

439171 

407647 

435608 

426743 

457525 

413800 

414193 

455565 

410061 

450666 

458529 

424751 

442225 

410990 

435644 

405347 

441202 

446694 

454652 

418985 

43011B 

430691 

416313 

446122 

453725 

453954 

428166 

447506 

401871 

442160 

404708 

412586 

431976 

408684 

433811 

431691 

418719 

431740 

435699 

459344 

431729 

436771 

434480 

459547 

427952 

403743 

413560 

454372 

450018 

428839 

407110 

436133 

418872 

404418 

446877 

429053 

425189 



AWS93055 

AA719001 

AW891024 

AW975015 

AI208511 

AW975590 

N75450 

AI911488 

AW499533 

AW004714 

AW975687 

AW956268 

A140057g 

AA946582 

BE14B411 

H96643 

AA421642 

AI76n56 

AA018042 

T77531 

R94785 

A1559472 
AA443987 
H16622 



85.293690 ESTs 

Hs^7681 Homo sapiens cDNA: nj21585 6s. done COL09372 
Hs.194478 Korro sapiens mRNA;cONADKFZp43401572(&orTi 
Hs.1139 cold shock domain protein A 
Hs.270411 ESTs 

Hs.283818 Homo sapiens TNF receptor homobgmRNA. partial cd 
Hs.1 12520 ESTs 

gb:EST33621 Eptdldymus Homo sapiens cDNA 5* end. 
Hs.83722 ESTs 
Hs.194424 ESTs 

predicted exon 
Hs 223908 ESTs 

Hs!293467 ESTs, Weakly similar lo ALU7JiUMAN ALU SUBFA 

Hs.421 79 bromodomain and PHD finger containing, 3 

Hs.91 773 protein phosphatase 2 (fcmierty 2A}, catalytic subunit. 

predict exon 
Hs.25935 ESTs 

pretficted exon 

gb:601335867F1 NIH_MGC.44 Homo sapiens cDNA 
Hs.253204 ESTs 
Hs.144130 ESTs 
Hs.292063 ESTs 

HS.123&37 putative homeodomaln transcription (actor 

Hs.151 899 san»glycan. delta (35kO dystrophlivassociated glyoopr 

Hs.166505 ESTs 

gb:Homo sapiens mRNA; cONA DKFZp547L156 (from 
H5.182889 ESTs 
Hs.294128 ESTs 

gb:RC0-CT0379-29010a032-b04 CT0379 Homo sapie 
Hs^50896 ESTs 
Hs^45022 ESTs 

gb:EST385901 MAGE resequences, MAGM Homo sap 
HS.19223S ESTs 

gb*01 150954F1 N1H_MGCJ9 Homo sapiens cDNA 

gb:RCWN0072-240200^11-d07 BN0072 Homo safrfe 
Hs,15069 ESTs 
Hs.18799 ESTs 
Hs.213232 ESTs 
Hs,296320 ESTs 
Hs.129192 ESTs 

gb:RCWT0185-250200^18<;05 ST0186 Homo sapien 
Hs.269659 ESTs 

pretficted exon 
Hs.1 35853 ESTs 
Hs.258132 ESTs 

gb:RC4^T01 73-191099^2^7 ST0173 Homo sapien 
Hs.87128 ESTs, Weakly simitar lo similar to YB$4 YEAST [Cd 
Hs.183287 ESTs 
Hs.103538 ESTs 

Hs.194109 ESTs, WeaWy similar to ALUB_HUMAN II!I ALU a 
Hs.181801 ESTs 

gb:48c5 Human retina cDNA randomly primed sublibra 
Hs.75251 DEAOm (Asp^u-Ala^p/His) box binding protein 1 
Hs.79530 M&-14 protein 

Hs.29808 Honra sapiens cONA: aJ21122 fis, done CAS05917 
predicted exon 
ESTs 
predicted exon 
Hs.44024 ESTs 
Hs.291065 ESTs 
Hs^1172 ESTs 
Hs.123138 ESTs 
Hs.292510 ESTs 
Hs.161707 ESTs 

Hs.183412 ESTs.ModeratBlysimiIarlDAF116721 67PR01777IH 
Hs.213724 ESTs 
Hs.257976 ESTs 
Hs.162033 ESTs 
Hs.292979 ESTs 

Hs.59395 Homo sapiens done IMAGE:1 1 2574 mRNA sequence 
Hs.225186 EST 

Hs.133546 Homo sapiens cDNA: FU21120fe,done CAS05691 
predicted exon 

gb:MRO-HT0241-131299^2-n}4HT0241 Homo sapie 
Hs.283555 FOS-Blre antigan-l 
Hs.24309 hypothettcaf protein FUni06 
Ks.82302 ESTs 
Hs.95078 ESTs 
Hs.191124 ESTs 
H3.270263 ESTs 

predicted exon 
Hs.270720 ESTs 
Hs.194114 ESTs 

. gb7m28c07/l Soares Infant brain 1^fIB Homo sapiens 
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AWM3533 

BE397763 

T39310 

AW303337 

AF0402S7 

AA599763 

AA335025 

AA001742 

AA521315 

AI354717 
AI8218&3 
AL157545 
AW401361 

R52535 

BE562555 

AW561839 

AA804487 

AA745591 

BE274837 

U58331 

A]053464 

AL390150 

HB9317 

AA831133 

AW860158 

AW183971 

AA383833 

AW973800 

AI129238 

6E260069 

BE000537 

T91029 

T99968 

AV652120 

AA769482 

AI306597 

AW812929 

AA700867 

AI632143 

AV659942 

AW812088 

AI042330 

AI377255 

C14187 

H47206 

A1362790 

W28543 

AW118336 

AA423849 

R78778 



Ai337127 Hs.156325 
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415920 


Z45&84 




459135 


AI902&02 




425357 


AA3S5642 




454724 


M091228 




429395 


AK002071 


Hs.201824 


427607 


AA406119 


H3.270479 


443533 


AW499970 


H5.14822 


437948 


AA772920 




418105 


AW937488 


Hs.178000 


426763 


AL042363 


Hs 172101 


•HM*f/ J 






AVTRfii 




Hs 1 '51743 

nOa Iw 1 I'M 






U* l9CqQ 


AtiAmn 

*HWOO/ 




ns. iu*noH 








AH'iATi 










Ue 999fl9A 




W89(^3 




425626 


AI537536 


Hs.173519 


423931 


AA99497g 


Hs.98967 


426593 


AW95856Q 




431899 


AA521381 


H3.187728 


422406 


AF025441 


Hs.116206 


448178 


A)4794a2 


Hs.170789 


404227 






440575 


AA889870 


Hs.126006 


431198 


AL047634 


Hs.231913 


434221 


AF119S85 


HS.2B3040 


459459 


AA460445 





predicted exon 
ESTs 

predi^ed exon 

ESTs. W^akty sMar to K1AA0443 [Ksaplens] 

ESTs 

ESTs 

predicted excn 
ESTs 

predicted exon 

ESTs 

ESTs 

ESTs 

ESTs 

gb:JL8-CT022O^1199^25-AO5 CT0220 Homo saiMen 

predicted exon 

ESTs 

predicted axon 
ESTs 

Gb:CM2-eT036&-17129&O56-a01 BT0388 Homo saple 
gb«014«775Tl N1H.MGC_72 Homo sapiens cONA 
Qb:HSCZRD121 nomialized bfant liraln cDNA Homo 
gtKRC.BT015-311298-026 BT015 Homo sapiens cONA 
gb:EST64303 Jurlial T^eBs VI Homo sapiens cONA ff 
gbxchn2l52jeq.F Human fetal heart Lambda ZAP Ex 
hypolheticali)roleInnJ11209 
ESTs 
ESTs 

gb:ae73c09.8l Stratagene schizo brain S1 1 Homo sapien 
ESTs 

Human OhtA sequence from done RP1-202I21 on chro 

predicted exon 

ESTs 

KIAA1264prQlein 
homeo box (H6 family) 1 
ESTs 

gb:DKFZp564M037_r1 564 {synonym: hfbr2| Homo sa 

transcription factor BMAl-2 

ESTs 

ESTs 

ATPasd, K(-»-Hransporting, lysosomal, noncalalytic acc 
gb:EST370630 MAGE resequences. MAGE Homo sap! 
ESTs 

Opa4nteractcng protein 5 
ESTs 

predicted exon . 

ESTs 

ESTs 

hypothetical protein PR02543 

gb:zx66h11,r1 Soares_lotaLfelu3_Nb2HFB_9w Homo 
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TABLE 5B: 

Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbanli accession numbers 



Plcey CAT Number Ac^ssion 

407596 1003489.1 RB6913 RB6901 H25352 R01370 H43764 AW044451 W21298 

407647 1007366 1 AW850158AW862385AW860159AW862386AW862341 AW821869AW821833AW062660AW062656 

408066 103549 1 AA046914 AA057231 H38371 

408315 10511^1 AW179148AW179150 

409211 110906 1 AA07e835 AA079319 AA078816 AA079026 AA122167AA111933 AA068989AA084691 AA068999 AA069038 AA069225 AA650522 

409699 '1149033 1 BE1 54650 BE1 54785 AW468343BE1 5481 6 BEl 54667 

409846 1156150.1 AW501748AW502972AW502513 

409854 1155229 1 AW501833AW502145AW502581 

409892 1157859.1 AW956113 AW503580 

410055 1174258.1 . AW81 2744 AW581 974 AW81 2725 

410454 1204154J AW749041 BE086025 H85202 

410495 1205826.1 N95428 W24040 AW751366 H81987 

410596 121053.1 AA374186 AW983684 AA086107AI491986 

410667 1214679.1 AW935099 AW936243 AW936097 BE162104 Bei62109 AW794263 

410758 1219899J BE535988 AWB01777 

410890 1226008 1 AW809575 BE090826 BE090617 AW935551 AW936552 AW938530 AW936550 AW935481 

410990 1228649.1 AW81 2929 AW81 2779 AW81 3088 

41)256 1238790.1 AWS34O39AWS34O4OAW834W7AW8454108E0O3128AW852479 

41 1279 1237516.1 AW884776 AW935737 AW835261 AW835247 AW835246 AW835263 AW835240 AW835258 

411280 1237585.1 N50617 N47321 R54159 AW860545 AW835317 
411337 1239217.1 AW837349AW837355 AW882717 

411542 1249095 1 AW850767 AW851 180 AW85 1359 AWB5 1223 AW851 380 AW651 222 AW8511 08 

411543 1249127 1 AW851248 AW851425AW850805 AW851021 AW850g05 

411673 1253737 1 BE084863 BE153698 AW856751 BE153820BE064737 BE153674 6E064730 BE06S062 BEl 53536 AW856622 6E15507g BE054551 

BE153&65 6E064650 BE0&4691 

411899 126497 1 AA370573 BEl 60501 BE 160500 BEl 60498 BE 160502 BEl 60497 N72424AA096462 

41 1922 1265825 1 AW876250 AW876269 AWB76340 AW876146 AW876323 AW876320 AW876171 AWB76421 AW876227 AW876243 

412319 1288602L1 AW936903 AW936907 AW936908 AW936914 
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412460 


129929J 


BE142364 8E142341 AA1 12025 


412732 


1323951J 


AW993300 N23107 R22345 


413137 


1350383.1 


BE056915BE066942 • 


413161 


135126?_1 


BE068130 BE068135 BE068134 BE0681&3 BE068184 BE086094 


413247 


135544,1 


AW^69 AW963971 AA127651 AA376726 


413357 


1364165.1 


W47611BE087851 


413516 


1374595.1 


BE145907 BE145796 BE1 45603 BE145851 BE14S923 BE145812 BE145809 BE145852 BE145a56 


413560 


1376621.1 


BE148411 BE148415H59098 


414193 


1424706.-2 


BE260059 


414337 


1436706.1 


BE386606 BE275195BE274^ 


414372 


143909J 


AA143654 AW753140 AA213770 AW970855 AA5B9075 AA492132 


414390 


1441570.-1 


BE281040 


415296 


1533528.1 


FOS086FOS091 R17158 


415618 


1540651.1 


F1 2954 HI 0524 R1 1948 R56523'r75190 


415920 


1561733.1 


Z45684 H09361 R53285 


416211 


1578993.1 


R14625 R179S2 H29120 R14650 


416238 


1580451.1 


W90448H30749 


416612 


1603885.1 


H70565 M77403 H67949 


416624 


1604694.1 


H69044 T47567 H75691 T50292 


416677 


1608621.1 


T83470 T842B3H74054 


416895 


162874.1 


AW96160O AA190217 AA321260 


417178 


1655565.1 


N51636T51874 T51829 


417762 


169750 1 


AA205976AA205930 


418913 


180520.1 


BE046745 At074878 AI81 7476 AW57251 3 AA447586 H28330 AA232486 AA365704 BE271 167 


419401 


184454.1 


AW804663 AW80S017 AA236g69 


4196S6 


1886662.1 


Z99362 299363 


420352 


192979.1 


BE258835 AW968316 AA256918 AW843305 R14744 AI580388 BE071923 R36280 


421418 


202288.1 


AA806639 AA291 008 AAB36274 AWg78806 


422046 


210744.1 


A)638562T16929 H13401 FGf7773 R55836 


422128 


211994.1 


AW881 145 AA4g0718 MB5637 AA304S75 T06067 AA331 991 


423403 


227942_1 


AA325483 AW9621 69 AW962660 


424093 


235233.1 


AA335025 AA335496 AW966145 


424719 


242889.1 


H90452 AA345767 AW964302 H90399 


425189 


247825.1 


H16622 R17322 AA351959 


425357 


250578.-1 


AA355842 


425541 


252945.1 


AA3591 19 AW963014 D79884 


425714 


255333,1 


AW963278 AA362266 AA3&2267 


426294 


263994.1 


AA374185AW956180 H38344 


426528 


268722.1 


AA380828 AW963760 AA380d05 AA3a0830 


426593 


269748.1 


AW958550 AA382199 AW444933 


430202 


31432^.1 


T85775AW968345AA468998 


430535 


319843.1 


AW9684B5 AW958670 AA480922 BE350425 


431075 


327638.1 


BE267477 AA491488 AW835723 


431492 


333930.1 


AW61 2343 AA922558 AA505925 AA927038 AW972537 A1693564 


431828 


338201.1 


AA572994 AA516249 AA702595 


432075 


341066.1 


AW972934 AA525260 AA52S266 AA835021 BE000149 BE000148 


432474 


348197.1 


AA584042 AW973273 AA548798 


433371 


364430.1 


T25451 AA585296 AA585305 


433403 


36534_.1 


AFO40247 


433767 


374014.1 


AAfi09245 AA724581 AW241989 A1377274 T473TO 


434738 


392562.1 


AA836265 AA648266 AW974440 


436196 


41562.1 


AK001084 AA078092 AA829049 


436242 


41641.1 


AKD02187 R663S1 


436812 


427323.1 


AW298067 AA731645 AA810101 AW194180 AI690673 AW978773 


437500 


43772-1 


AU901 50 AW9591 82 AA358g23 


437948 


445966.1 


AA77^20 D59670 D61151 AIS91331 


438224 


452656.1 


AA933999AA781181 


438535 


45946.1 


L09078 L03145 L09094 L09098 L03165 L09102 


439098 


46859.1 


AF085955 H69158 869081 


439126 


46887.1 


AF085984 H95905 H95906 


.441033 


50807.-1 


BE562555 


443283 


56492.-1 


BE568610 


445597 


644513.1 


H65649 AW753545 AI244270 


445832 


651925J 


AI261545 N59134 AW875371 AW875247 


448221 


75534.-1 


8E622615 


448527 


766707.1 


AI525606 BE549857 


448732 


77773.-1 


BE614063 


449311 


804513.1 


AI657014 AW594035 AI657036 AI638390 


449570 


81018.1 


AA001793AA001871 


450078 


823882.1 


AI681743 AW897287 AW897205 AW897284 


452351 


91233.1 


AA025647R45716AW753786 


452453 


918300.1 


AI902519A)902518AI902516 


453472 


968371.1 


AIJ037925 AU)37931 AL037957 


453530 


97021.1 


AW021633 AA036730 AIB66854 


453631 


975024.1 


AL0464t8N52738R33840 


453725 


978760.1 


W28543AL119531 


453752 


979899.1 


AL1208XBE378580 


453823 


982526.1 


AL137967BE064160BE064166 


454102 


1011603.1 


AW752363BE147120 N22640 


454487 


1216101,1 


AW79S342 AW796356 BE161430 


454543 


1223775.1 


AW806895 AW866476 AW866465 AW866535 AW866623 


454564 


1224407 1 


AWB07573 AW807S68 AW807572 


454573 


1225624.1 


BE146471 AW833743AW833609 AW821469AW821488 AW821541 AW821531 AW821513AW821549 AW821384 AW821625AWB21577 






AW821547AW834577 
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454552 
454679 
454724 
4547S3 

4548S5 
454940 



454994 
455056 
455067 
455108 
455387 
455388 
455534 
455555 
455731 
455786 
455790 
455887 
455895 
456253 
456383 
456388 
457525 
457740 
458301 
459135 
459157 



1228071.1 
1228929.1 
123128.1 
1233576.1 

1238874J 
1245640J 



1248637.1 

1250934.1 

1252050.1 

1253916.1 

1287871J 

1287904.1 

1322942-1 

1329591.1 

1353872.1 

1355510.1 

1365950.1 

1380836.1 

1381386.1 

1699178.1 

184252_1 

1842839.-1 

351732.1 

39528 1 

543058.1 

918516.1 

919804J 



AW81 2088 AW81 2105 AW81 2082 
AW813110AW813113 

AA091228 H71860H71073 ■ 
AVV819212 AVW19170 BE158474 AW819172 AVV819213 AW819200 AW819256 Ami9254 AWB19178 AVV819^ 
AW819171 

AW836922 AW87671 9 AWB76688 AW836919 AW83S997 AW836908 AW836912 AW836993 

AW845202 AW846174 AWB46532 AW846161 AW346458 AW846206 AW846432 AW846553 AW846533 AW846197 AW8461 98 AW8461 89 
AW&46459 AW846530 AWB46560 AW846536 AWB46472 AW846470 AW846456 AW846192 AWB46479 AW846260 AW846204 AW846139 
AW846187 AW846353AW846462AW846151 AW846549AW846538AW846527 AW846567 AW646531 
AW850176 AWa50513 AW850412 AW850451 

AW853057 AW853039AVVB53042AVV853050AWB53114AW853105AVV853102AW853111 AW853121 AW853109AW853126 
AW854538AW854418AW854412 
AW856866 AW856856 AW856856 
BE069037 AW936025 BE0691 78 AW936034 

AW935234 AW336074 AW936181 AW936179 AW936217 AW936077 AW936227 AW936191 
AW99192S AVV^1919 

BBX}0537 BE160S84 6E160540 aE180542 BEie0546 
BE072188 BE072299 BE072269 &E072317 BE072238 
BE090077BE090079 

8E0g0690 BE090688 8E0g0681 BE090693 BE090675 
BE154173BE154098BE154096 

BE154837 6E15487g 8E154850 6E1S4877 6E154835 6E154849 6E154S02 6E154905 BE154e67 BE154gai BE154904 eE154899 
T121 98 T195B4 T11583 R15525 R15585 R45876 R15562 
A1148037 AA287178 AA236756 
W28557 

AW973800 AAS57589 AA559885 

AW5fl0458 AW1 60900 AF161362 AF150327 AW578393 AW360921 AW360920 AW360902 AW360890 AW732629 

AF003834W36292 

AI902802 AI902783 At902800 

A1904385AI904382 



TABLE 5C: 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (GI) numbers. Dunham I. et al.' refers to the pubRcalion enb'lted The ONA sequence of 

human chromosome 22* Dunham, et al. (1999) Nature 402:489-495 
Strand: Indicates DNA strand from which axons were predicted 
Nlj)OSiiion: tndk:ates nucleotide positions of predicted exons 



PIcey 


Ref 


Strand 


Nt_position 


400942 


7656749 


Mnus 


91593-91757,92720-92843.93962-94079,94824-94997 


401004 


7229982 


Rus 


62580-62772 


401287 


9801612 


Minus 


42287-42431 


401308 


9212516 


Plus 


169019-169649 


401350 


9931225 


Plus 


14471-14623 


401740 


2982169 


Plus 


148357-1434S4.148S91.148690 


401671 


8079355 


Minus 


58156-59585 


401896 


8569194 


Plus 


115129-115294 


401963 


3126783 


Phis 


51382-51521 


402105 


8131588 


Minus 


22855-24055 


402109 


8131678 


Minus 


171722-171859.173197-173303 


402142 


7704985 


Minus 


29932-30698 


402451 


9796577 


Minus 


48137-48343 


402667 


5596715 


Plus 


S28O6-53106,5350O<53818 


403277 


8072597 


Minus 


27494-27642 


403283 


6076905 


Minus 


71124-71996 


403375 


9255944 


Minus 


92554-92795 


403473 


9945095 


Minus 


54241-54437 


403497 


6067111 


Plus 


7221-7441 


403531 


8076842 


Minus 


75903-76134 


403635 


6862664 


Minus 


157028-157145.161725-161900 


403714 


7210030 


Minus 


145556-145873 


403743 


7652003 


Minus 


136463-136646 


404020 


8655966 


Minus 


174449-174663 


404041 


8886987 


Minus 


1334-1503.2483-2585,5230-5337,19656-19804 


404044 


9558573 


Minus 


225757-225939 


404083 


9944029 


Mnus 


16650-17082 


404108 


8247074 


Minus 


63603^942 


404134 


6981900 


Minus 


4063^40911 


404227 


7838233 


Mnus 


93110-93259 


404418 


7382420 


Minus 


153339-153481.155099-155294 


404451 


7638438 


Minus 


105191-105622 


404582 


9739220 


Rus 


53230-53424 


404708 


9800828 


Plus 


77522-77658 


404868 


9454593 


Rus 


39954-40430 


405096 


8072599 


Plus 


140844-140697.148510-148581 


405290 


3900849 


Minus 


79582-79765 


405347 


2979602 


Minus 


977-1116 


405512 


9454624 


Plus 


17802-17966.18573-1B697 


405549 


1552494 


Rus 


10878-11048 


405593 


4512287 


Phis 


56211-56353 


405671 


2565031 


Rus 


25605-26923 


405717 


9568573 


Rus 


11275-11973 


405752 


9212305 


Rus 


91392-91528 


405836 


5685282 


Minus 


5031^217 
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406122 


9144087 


hOnus 


30340^1386 


406197 


7289992 


Minus 


47520479S1 


405237 


7417725 


Phis 


3003^30501 


406241 


7417725 


Minus 


34951^52 


406255 


7417729 


Phis 


2959^ 


406364 


9256114 


Minus 


50715-50833 


406454 


9588380 


Minus 


91746-91958 


406481 


9864741 


Minus 


91439-91579 


4QS5S2 


7711584 


Plus 


37316^7426 


406605 


6272666 


Minus 


23275-23493,23723-23903 



TABLE 6A Bsts Bbout 68 genes h^hfy down<regulated in ovarian cancer compared to nonmi ovaries. These were selected as for Table 5A, exc8[ri the 'average' ovarian cancer 
level was set to the maximum vdue amongst various ovarian cancers and the 'average' nonnal ovaiy level was set to the minimum value from various non-maffgnant ovary 
specimens, and the ralk) was greater than or equal to Z5 (le. 2.5^oId down-regulated In the highest tumor vs. the lowest normal ovaiy). This has (he overall effect of inaeaslng 
stringency, and reducing the numt)erof false-posltrves. 

TABLE 6A: ABOUT 68 HIGHLY DOWN-REGULATEO GENES, OVARIAN CANCER VERSUS NORMAL OVARY 

Plcey: Primekey 

Ex.Accn: Exemplar Accession 

UGtD: UnlGenelD 

Title: UniGeneTiae 



ra&o: ration of nonnal ovary vs. tumor 


Pkey 


Ex.Accn 


■ UGIO 


424851 


AA676441 


Hs.1 19059 


437690 


AA804362 


Hs.1 80544 


433682 


AA6424ie 


Hs.17381 


407437 


Af^264 




437787 


Aig08263 


HsJ91625 


453262 


AK0D0043 


H3^2922 


440387 


AA911705 


Hs.130229 


443131 


A1033833 


Hs.1 32589 


431075 


BE257477 




412637 


AA115097 


Hs.261313 


408141 


U69205 


Hs.45t52 


420122 


AA255714 


Hs.284153 


430653 


AW902062 


Hs.30280 


401308 






410758 


BE53S988 




421418 


AA806639 




450061 


AI797034 


Hs.201115 


409725 


T40760 


Hs.90459 


434738 


AA636265 




431644 


AW972822 


Hs.169248 


450938 


AW753734 


Hs.277215 


420497 


AW206285 


Hs.253548 


439426 


AI131502 


Hs,143135 


407596 


R86913 




448683 


AA167642 


Hs.14632 


431962 


AW419296 


Hs.105754 


452320 


AA042873 


Hs.160412 


419401 


AW804663 




402105 






444997 


AI204451 


Hs.146196 


403283 






455388 


AW336234 




428559 


H24338 


Hs.27041 


419002 


T78625 


Hs.258594 


404868 






409030 


W56067' 


Hs.103105 


406605 






441202 


A1632143 


Hs.135853 


422046 


A1638562 




442865 


N57659 


Hs.114541 


444431 , 


AW513324 


Hs.42280 


426294 


AA374185 




412460 


BE142354 




449858 


AW205979 


Ks.196065 


401454 


AF039241 


Hs.9028 


439126 


AF085984 




403277 






450078 


A1681743 




458090 


At282149 


Hs.56213 


420S20 


AA27^7 


Hs.173343 


459054 


AW798465 


Ks.82396 


421379 


Y15221 


Hs.103982 


454338 


AW381251 


Hs.1050 


454529 


Z45439 


Hs.270425 


446877 


A1559472 


Hs.270720 


412588 


AW993055 


Hs.44024 


449862 


A1672277 


Hs.199475 


446694 


AV559942 


HS.2S8132 


424029 


AB014594 


Hs.13757g 



TlUe 
ESTs 
ESTs 
ESTs 

gb:Homo sapiens MOST-1 mRNA, complete cds. 
ESTs 

hypothetical protein FU20036 

ESTs 

ESTs 

gb:601189542F2 NIH_MGC_7 Homo sapiens cDNAcIo 
ESTs 

ESTs. Moderately similar to neurogenic basic-helix-lxp 

Fanconi anemia, complementation group A 

ESTs 

prsdicted ejom 

gb:601062418F1 NIH_MGC_10 Homo sapiens cDNAc 
flb:ob88g05.s1 NCI_CGAP_GCB1 Homo sapiens cDNA 
ESTs 
EST 

gbx)dl7e02.s1 Na.CGAP_GCB1 Homo salens cDNA 

cytochrome c 

ESTs 

ESTs 

ESTs. Weakly similar to FAFY.HUMAN PROBABLE C 

gb7q30(D5.r1 Scares fetal liver spleen 1NFLS Homo sap 

ESTs 

ESTs 

ESTs 

gb:QV4-UM0094-160300^135^06 UM0034 Komosapim 

predicted exon 

ESTs 

predicted exon 

flb:QV{W)T0020^0200-106fl05DT0020 Homosapie 

ESTs 

ESTs 

predicted exon 
ESTs 

predicted exon 
ESTs 

gb:ts50al0jc1 Na_C6AP_Utl Homo sapiens cDNAcl 
ESTs, WeaWy similar to neuronal thread protein A07c-N 
ESTs 

gb:EST86289.HSC172 cells I Homo sapiens cONA 5' en 
gb:CM04fT0143.270999-062-<J12 HT0143 Homo sapie 
ESTs 

histone deacetylase 5 

gbiHomo sapiens full length insert cDNA done YT99F0 
predicted exon 

gb±(38gl0j(l Na_CGAP_Lu24 Homo sapiens cDNA 
ESTs, Highly slmBar to FXD3_HUMAN FORKHEAO 0 
ESTs 

?,5'-ollga3denyl3ta synthetase 1 

small inducible cytokine subfamOy B (Cys-X-Cys), mem 

pleckstrin homotogy, Sec7 and coBed/cc^ domains 1(cyt 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

KIAA0694 gene product 
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ratio 

7.9 

4.7 

4.1 

4.1 

4.0 

4.0 

3.8 

3.8 

3.6 

3.6 

3.5 

3.5 

3.4 

3.4 

3.4 

3.4 

3.3 

3.3 

3.3 

3.3 

3.2 

3.2 

3.2 

3.2 

3.2 

3.1 

3.1 

3.1 

3.1 

3.1 

3,0 

3.0 

2.9 

2.9 

Z9 

Z9 

Z9 

2.6 

Z8 

2.8 

Z8 

Z6 

2.8 

Z8 

Zl 

17 

Z7 

Z7 

Z7 

Z7 

Z6 

Z6 

Z6 

Z6 

Z6 

16 

2.6 

2.6 

2.6 
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454102 AW7523S3 gb:RCO-CT0201-2T099W)ll-f03CT0201 Homosapien ZB 

430922 AW373747 Hs.183337 ESTs 2.6 

420289 N55394 HS.9S398 &<ixoguai^e DNAgtycosylase 26 

410495 N95428 ob3j>80d09^1 Soares scnescenLPlwblasU.NbHSF Ho Z5 

412319 AW938903 gh:RCl-OTW2W)302mW)l 2^102 DT0029 Homo sapien 15 

409699 BE154650 gb:PM^4fn)344O712g»)03<08HT0344HQniosapten lb 

445832 A1261545 gbajz30307jc1 NCtCGAPJOdll Homo sapiens cDNA Z5 

429755 NM_001364 Hs.215839 discs, large (Orosophila) homolog 2 (chapsyM 10) 2.5 

445755 AW294870 Hs.223672 ESTs 25 



TABLE 6B: 

Ptey: Unique Eos probesel identifier number 
CAT number Genedusternunnber 
Accession: Genbank accession numbers 



Pkey 


CAT Number 


Accession 


407596 


1003489.1 


R86913 R86901 H:^2 R01370H43764AW044451 W212g8 


409699 


1149033.1 


BE154650 BE154785 AW468343 BE154815 BE1S4657 


410495 


1205826.1 


N95428 W24040 AW751366 H81987 


410758 


1219899J 


BE5359B8AW801777 


412319 


1288602.1 


AW936903 AW936907 AW936908 AW936914 


412480 


129929.1 


BE142364 6E142341 AA112025 


419401 


184454.1 


AW804663 AWB05017 AA236969 


421418 


202288.1 


AAS0683g AA2gi008 AA836274 AWg78806 


422046 


210744 1 


A]S385S2 T16929 H13i01 F07773 R55836 


426294 


263994.1 


AA374185AW956180H38344 


431075 


327638.1 


BE267477 AA491488 AW836723 


434738 


392562.1 


AA83626S AA648266 AW974440 


439126 


46887 1 


AF0B5984 895905 K95906 


445832 


651925.1 


AI261545 N59134 AW875371 AW875247 


450078 


82388^.1 


AI681 743 AW897287 AW897205 AW8972B4 


454102 


1011603 1 


AW752363 BE147120 N22640 


455368 


1287904.1 


AW936234 AW936074 AW936181 AW936179 AW936217 AW938077 AW936227 AW935191 



TABI£6C: 

Pkey: Unique number con^sponding to an Eos probesel 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (61) numbers. "Dunham I. el al.* refers to the pubrtcabon entitled The DNA 

sequence of human chromosome 22" Dunham, st al. {1999} Nature 402:489-495 
Strand: Indicates DNA strand from which exons were predicted 
Ntjiosition: Indicates nucleob'de positions of predicted exons 



401308 


9212516 


Plus 


169019-169649 


402105 


8131588 


Minus 


22856-24055 


403277 


8072597 


Minus 


27494-27642 


403283 


8076905 


Minus 


71124-71995 


404868 


9454593 


Plus 


39954-40430 


406605 


8272666 


Minus 


23275-23493,23723-23903 



Table 7A lists about 770 genes up-regulated in ovarian cancer compared to nonnal adult tissues. These were selected from 35403 probesets on the Affymetrix/Eos-HuOl 
GeneChip array such that the ratio of 'average' ovarian cancer to 'average* normal adutt tissues was greater than or equal to 2.5. The 'average' ovarian cancer level was set to 
the 2nd highest amongst vartous ovarian cancers. The 'average' nonnat adidt tissue level was set to the 7th highest amongst various non-malignant tissues. In order to remove 
gene-spedtic background levels of non-spedOc hybridization, the 15tii percentile value amongst the non-malignant tissues was subtracted from both the numeraliv and the 
denominator before the ratio was evaluated. 

TABLE 7A: ABOITT 770 UP-REGULATED GENES, OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

ExAccn: Exemplar Accession 

UGID: UnlGenelD 

Title: UnlGene Title 

ratio: ration tumor vs. normal tissues 



Pkey 


Ex. Accn 


UGID 


Title 


ratio 


109680 


F09255 


Hs.4993 


ESTs 


23.2 


119743 


W70242 


Hs.58086 


ESTs 


22.0 


132528 


AA283006 


Hs.50758 


chromosorrve-assoclated polypeptide C 


22.0 


129571 


X51530 


Hs.1145 


Wilms tunwrl 


20.0 


102151 


U172B0 


Hs.3132 


steroldogenh: acute regulatory protein 


19.6 


130941 


D49394 


Hs.2142 


S-hydroxytryptamlne (serotonin) receptor 3A 


17.5 


132S24 


AA164819 


Hs.53531 


ESTs 


15.9 


102810 


U55011 


Hs.30743 


preferentially expressed antigen In melanoma 


15.4 


101249 


L33881 


Hs.1904 


protein kinase C iota 


14.5 


122802 


AA460530 


Hs.256579 


ESTs 


14.5 


135242 


M74093 


Hs.9700 


cycGnEl 


13.8 


101804 


M85699 


HS.169S40 


TTK protein kinase 


122 


123005 


AA479726 


Hs.105577 


ESTs 


120 


114965 


AA250737 


Hs,72472 


ESTs 


11.5 


115536 


AA347193 


Hs.62180 


ESTs 


11.4 


132191 


AA449431 


Hs.158688 


KIAA0741 gene product 


10.9 


121853 


AM25887 


Ks.38502 


ESTs 


10.9 


115681 


AA435577 


Hs.184942 


G protslTKOupled receptor 64 


10.6 


119780 


W72987 


Hs.191381 


ESTs: Weakly similar to hypothetical protein 


10.5 


104301 


045332 


Hs.6783 


ESTs 


10.3 


132632 


N59764 


Hs.5398 


. guanin&^nonophosphale synthetase 


10.1 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



10529a 


AA233459 


Ks^S 


ESTs 


9.7 


108857 


AA133250 


KS.621B0 


ESTs 


9.1 


113168 


T53592 • 


H5.161586 


EST 


9.0 


115892 


AA43S346 


Hs.50831 


ESTs 


a9 


125666 


AA199858 


Hs.118811 


ESTs 


&9 


102200 


U21551 


Ks.157205 


branched chain aminotransferase 1; cytosotic 


&8 


108055 


AA043562 


Ks.62637 


ESTs 


&6 


132572 


AA448297 


H5.237825 


sisna) rooogntOon parftete 72kO 


ae 


115909 


AA438666 


Hs.59761 


ESTs 


&5 


109166 


AA179845 


Hs.73a25 


RAB6 Interacting; kinestn-fike (rabldnesiii6} 


8.3 


121779 


AA422036 


Hs.98367 


ESTs 


a3 


102915 


X07820 


Ks.2258 


matrix metaDoprotsinase 10 (strometysin ^ 


8.0 


105317 


AA233926 


Hs.23835 


ESTs 


7.8 


125250 


W87465 


Hs.222g26 


ESTs; Weakly similar b 02092^ [Celegans] 


7.8 


126960 


AA317900 


Hs.161756 


ESTs 


7.8 


122969 




nS.1 04336 


ESTs 


7.7 


130376 


R40873 


Hs.155174 


KIAA0432 gene product 


7.7 


123339 


AA504253 


HS.101S15 


ESTs 


7.7 


134972 


Ml 9720 


Hs.169252 


Human L-myc protein gene; complete cds 


7.6 


111234 


N69287 


Hs.21943 


ESTs; WeaWy similar to ORF YGU21c (Sxarevi 


7.5 


123589 


AA609556 


Hs.256562 


ESTs 


7.5 


123494 


AA599786 


Hs,1 12110 


ESTs 


7.4 


131985 


AM34329 


Hs.36563 


ESTs 


7.4 


106738 


AA470145 


Hs.25130 


ESTs 


7.4 


108768 


AA1 27741 


Hs.61345 


ESTs 

Homo sapiens mRNA; cDNA OKFZp564C053 (from d 


7.3 


106474 


M450212 


Hs.42484 


7.2 


123308 


AM98211 


Hs.1 03538 


ESTs 


7.2 


106124 


M423987 


Hs7567 


ESTs 


7.2 


111345 


N69820 


Hs.14559 


ESTs 


7.1 


105200 


AA195399 


Hs.24641 


ESTs 


7.1 


116418 


AA609219 


HS.399B2 


ESTs 


7.1 


116846 


N80567 


Hs.50895 


ESTs 


7.1 


133434 


AA2788S2 


Hs.250786 


ESTs 


7.1 


120472 


AA25ia75 


Hs.1 04472 


ESTs; Weakly similar to Gag-Pd polypfotein [ 


6.9 


115291 


AA279943 


Hs.1 22579 


ESTs 


6.9 


1111B5 


N67S51 


Hs.12844 


EGF-IIke-domain; mulliple 6 


6,9 


108778 


AA128548 


Hs.90847 


general transcription factor IIIC; poiypeptid 


6.9 


132939 


U75189 


Hs.61152 


exostoses (muttipleHike 2 


a9 


134520 


N21407 


Hs.257325 


ESTs 


6.9 


114724 


M131701 


Hs.256287 


ESTs; Higtily simBar to SPERM SURFACE PROTQN 


&8 


116296 


AA4a9033 


Hs.62601 


Homo sapiens mRNA; cDNA OKFZp586K131B (finom c 


6.8 


102136 


U15552 


Hs.85769 


addk; 82 kDa protein mRNA 


6.7 


132725 


L41887 


Hs.184167 


spKdng factor; arginine/serine-fich 7 (35kO 


6.5 


109648 


F04600 


Hs.7154 


ESTs 


6.4 


116401 


AA599963 


Hs.59698 


ESTs 


6.4 


127563 


AI367707 


Hs.150587 


ESTs 


6.4 


104252 


Ai=002246 


Hs^10863 


cell adiiesion molecule with homology to L1CAM 


6.4 


120438 


AA243441 


Hs.99488 


ESTs; WeaWy similar to ORF YKR074w (S.cerevi 


6.2 


131978 


D80008 


Hs^232 


KIAAOISagene prodxt 


6.2 


134621 


L02547 


Hs.172865 


cleavage stimulation factor; 3* prO'RNA; 8ut)u 


6.2 


120571 


AA280738 


Hs.128679 


ESTs 


6.2 


102627 


U66561 


Hs.158174 


zinc finger protein 184 (Kruppel-fike) 


6.1 


100661 


HG2874-HT3018 


Ribosomal Protein L39 Hornotog 


6.1 


118204 


N59859 


Hs.48443 


ESTs 


6.0 


131386 


AA096412 


Hs.173135 


dual-spactficity tyrosine^phosphorytation 


6.0 


129097 


S50223 




HKR-T1=KruppeHike zinc finger protein [huma 


5.9 


131228 


AA279157 


H5^4485 


chondroitin sulfate proteogtyt^ 6 (bamacan) 


5.9 


106369 


AA443d28 


Hs^5324 


ESTs 


5.9 


108255 


AA063157 


Hs.172608 


ESTs 


5.8 


125370 


AA256743 


Hs.151791 


K1AA0092 gene product 


5.8 


130010 


N52966 


Hs.142838 


ESTs 


5.8 


131945 


M87339 


Hs,35120 


replicatton factor C {activator 1) 4 {37kD) 


5.7 


116238 


AA479362 


Hs.47144 


DKFZP586N0819 protein 


5.7 


102221 


U24576 




UM domain only 4 


5.6 


130757 


R0O&41 


H5.18925 


ESTs; We^ sintilar to cOMA EST yk339a7.5 co 


5.6 


131278 


UB1523 


Hs.25195 


endometrial bleeding assxialed factor [left- 


5.8 


101383 


M14113 


Hs.79345 


ooagulalton factor Vlllc; procoagulant compon 


5.5 


131836 


AA610086 


Hs.32990 


DKFZP566F084 protein 


5.5 


129628 


U26727 


Hs.1 174 


cydiivdependent kinase Inhibitor 2A (melanom 


5.5 


106523 


AA453441 


Hs.31511 


ESTs 


5.5 


111772 


R28287 


Hs^37146 


ESTs 


S5 


101255 


L34600 


H5.149894 


ntitochondria) translatbnal cnitiafion factor 


5.5 


106895 


AA489665 


Hs^5245 


ESTs 


5.5 


104943 


AA065217 


Hs.169674 


ESTs 


5.5 


129229 


AA211941 


Hs.109643 


pdyadenytate binding protetn-interacting pio 


5.4 


102305 


U33286 


Hs.90073 


chromosome segregaiion 1 (yeast homotog)-tike 


5.4 


106553 


AA454957 


Hs^e87 


ESTs; Highly similar to RNA tending moSf pro 


5.4 


112305 


R54822 


Hs.26244 


ESTs 


5,3 


123972 


C14782 


Hs.70337 


knmunoglolHiSn superfamHy: member 4 


5,3 


10257S 


U72514 


Hs.12045 


putative protein 


5.3 


106459 


AA449741 


Hs.4029 


gnama-ampGfied S8quence-41 


5.2 


107B65 


AA02S104 


Hs.61252 


ESTs 


5.2 


121121 


AA399371 


Ks.189095 


ESTs; Weakly similar to zinc finger protebi S 


5.2 


127162 


N76398 


Hs.21187 


. ESTs 


5.2 
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131646 


Ml 71 895 


H5.30057 


121770 


AM21714 


Hs.11469 


122S12 


AA443311 


H$.98658 


105870 


AA39g523 


H5.23505 


100341 


D63506 


Hs.8813 


116848 


K65187 


Hs.39001 


120821 


AA347419 


Hs.96870 


130690 


AA084286 


Hs,139033 


122661 


AM54938 


H8.245541 


123169 


AA488892 


Hs.104472 


108810 


Ml 30596 


Hs.71331 


110799 


N26101 


Hs.7838 


120619 


AA284372 


Hs.1 11471 


122792 


AA46022S 


Hs 99519 


129912 


M047344 


Hs.1 0721 3 


102823 


U90914 


Hfi.5057 


12S890 


M13e99 


Hs.1 11461 


1010B4 


L05425 




134859 


D87716 


Hs.90315 


115955 


M446121 


Hs.44ig8 


105516 


AA257971 


Hs.21214 


114932 


AA242751 


Hs.16218 


106672 


AA461300 


Hs,30643 


106126 


M424006 


Hs.22972 


110695 


H93463 


Hs.124777 


102025 


U03911 


Hs.78934 


133282 


U52960 


Hs.250855 


119708 


W67810 


Hs.57904 


120695 


AA291468 




128651 


M446990 


Hs.103135 


103152 


X66533 


Hs.77890 


108599 


M121514 


Hs.70832 


115094 


AA255921 


Hs.8d095 


121429 


AA406293 


Hs.193498 


123203 


AA489671 


H3^9709 


126802 


AA947601 


Hs.97056 


130527 


C17384 


Hs.184227 


134470 


X54942 


H5.83758 


100449 


D87470 


Hs.75400 


110970 


N51374 


Hs.96670 


115901 


AA436403 


Hs.86909 


109799 


F10770 


Hs.180378 


116195 


AA465148 


Hs.72402 


132122 


U85092 


Hs.40403 


108990 


Ml 52296 


Hs.72045 


109055 


Ml 60529 


Hs.48524 


115937 


AA443269 


Hs,30991 


133620 


X74331 


Hs.74S19 


131200 


AA609427 


Hs.210706 


121369 


AA405657 


Hs.128791 


132880 


AA444369 


Hs-1 77537 


127386 


AI457411 


Hs.106728 


120067 


W93592 


Hs.47343 


122986 


M479063 


Hs.102947 


135266 


M401269 


Hs^7849 


130155 


L33404 


Hs.151254 


106103 


M421104 


Hs.12094 


102654 


U58494 


Hs.24385 


107876 


M025315 


Hs.61ie4 


109454 


AA232255 


Hs.46912 


125980 


D53307 


H5.145968 


126892 


AI160190 


Hs.76127 


100269 


D38S50 


Hs.1189 


134161 


U97188 


Hs.79440 


100502 


HG1496-HT1496 


105542 


AA261858 


Hs.e241 


109787 


F10610 


H5.34853 


110759 


N21671 


H3.19025 


129970 


AM76975 


Ha200434 


134666 


AM82319 


Hs.8752 


117693 


N40939 


Hs.44162 


111008 


N5338a 


Hs.7222 


120977 


AA39815S 


Hs.97600 


105808 


AA393808 


Hs.21490 


121381 


M405747 


Hs.97865 


100893 


HG4557^4962 


107176 


AA6217fi2 


Hs.7576 


118976 


N93629 


Hs.93391 


130703 


N632g5 


Hs.18103 


106540 


M454607 


H3.38114 


119367 


T78324 


HS.S0905 


133633 


021262 


Hs.75337 


105520 


AA258068 


Hs.33085 


114264 


Z40074 


Hs^595 



Homo saptens done 24749 and 24750 mRNAseque &2 

K1AA0896 protein 5.2 

budding unlnhibfled by benzfnnidazoles 1 (ysas S.1 

ESTs SI 

syntaxhi binding protein 3 5.1 

ESTs 5.1 

Homo sapiens mRNA fiiB length Insert cONA do 5.1 

paternally expressed gene 3 5.1 

ESTs 5.1 

ESTs; Weakly similar to Gag-Pd pdyprotdn [ 5. 1 

ESTs; WeaWy simflar to POTENT HEAT-STABLE PR 5.0 

Human ring zhc-finger protein {ZNF127-Xp) ge 5.0 

ESTs 5.0 

ESTs 5,0 

ESTs; HJgWy similar to NY.REN-6 anl^en (Ks 5,0 

C8rb(scypeptida$e 0 4.9 

cerulaplasmin (ferroxtdase) 4.9 

Homo sapiens autoanligen mRNA; complete cds 4.9 

KtAA0007 protein 4.9 

Homo sapiens BAG done RG054D04 from 7q31 4.9 

ESTs 4.9 

K1AA0903 protein 4.9 

ESTs 4.8 

ESTs; Moderately similar to H5AR (M.musculusl 4.8 

ESTs 4.8 

mutS(£coli}homotog 2 (cdon cancer; nonpo 4.8 

SRB7 (suppressor of RNA polymerase B; yeast) 4.8 

mago-n^ (Drosophila) homobg; proTt^sratio 4.7 

ESTs 4.7 

ESTs 4.7 

guanylate cydase 1 ; sduble; beta 3 4.7 

ESTs 4.7 

ESTs 4.7 

ESTs 4.7 

glutamate^ysteine tlgase (gamma-gtutamylcyst 4.7 

ESTs 4.7 

F-box protein 21 4.7 

COC28 protein kinase 2 4.7 

K1AA0280 protein 4.7 

Homo sapiens rnRMA full tength Insert cDNA do 4,7 

ESTs; Moderately similar to F(izzled-6 [H.sap 4.7 

Homo sapiens done 669 unknown mRNA; complete 4.6 

ESTs 4.6 

Cbp^>30(Mnteracl]ng transactivatar: with Qu 4.6 

ESTs 4.6 

ESTs 4.6 

KIM0957 protein 4.6 

prfmase; potypeptide 2A (58kO) 4.6 

ESTs; Moderately smvtar to t!!l ALU SUBFAMIL 4.6 

Human DMA sequence from done 967N21 on chrom 4.5 

ESTs 4.5 

ESTs 4.5 

ESTs 4.5 

ESTs 4.5 

ESTs 4.5 

kanikrdn 7 (d\ymotryptic; stratum ccmeum) 4.5 

ESTs 4.5 

Human hbc647 mRNA sequence 4.4 

Novd human gene mapping to chomosome X 4.4 

ESTs 4.4 

ESTs 4.4 

hect (homdogous to the E&AP {UBE3A) cartraxy 4.4 

E2Flranscriptk)n factor 3 4.4 

IGF-tlmRNA-dndlng protein 3 4.3 

Adrena^Speclfic Proletn Pg2 4.3 

ESTs; Weakly similar to heat shock protein hs 4.3 

inhibitor of ONA binding 4; dominant negative 4.3 

ESTs 4.3 

ESTs 4.3 

putative type tl membrane protein 4.3 

ESTs; Weakly similar to cDNA EST yk342hl2.5 c 4,3 

ESTs 4.3 

ESTs 4.2 

KIAA0438 gene product 4,2 

ESTs: Weakly similar to WASP-family protein [ 4,2 

Small Nudear Ribonudeoproteln U1 , Isnrp 4.2 
ESTs 4.2 

ESTs 4^ 
ESTs 4,2 
ESTs; Weakly simHar to coded for by a elega 4.2 
ESTs 4.2 
nudedarphosphoprotelnp130 4.2 
WO repeat domain 3 4.2 
ESTs 4.1 
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131046 


XD2530 


Hs^48 


IPIO; "small Indudbte cytokine subMy B { 


4.1 


105220 


AA210695 


H5.17212' 


ESTs 


4,1 


103111 


X631S7 


Hs^719 


e^ddidymis^spedSc; whey-acidic protein type 


4.1 


125640 


R37700 


Hs.208261 


ESTs 


4.1 


110561 


H59617 


Hs.5199 


ESTs: siiretar to UBIQUITtN-CONJUGATINQ 


4.1 


118092 


N54915 


Hs.82719 


Homo sapiens mRNA; cDNA OKFZp566F 1822 (from c 


4.1 


134691 


FD3517 


H5.90787 


ESTs 


4.1 


112384 


R59312 


Hs.197642 


ESTs; WeaWy slmflar to DNArOIRECTED RNA POLY 


4.1 


120699 


AA291716 


•H3,97258 


ESTs 


4.1 


10S272 


AM32074 


Hs.32538 


ESTs 


4.1 


112041 


R43300 


Hs.22929 


ESTs 


4.1 


131689 


AA599653 


Hs.30696 


transcription factor-like 5 (tosic helix-loop 


4.1 


116134 


AM6Q246 


Hs.50441 


ESTs; Highly simSarto CGM)4 prot^ [H^ 


4.1 


107638 


AA009528 


Hs.42743 


ESTs; V^atdy similar to predicted using Genef 


4.0 


131941 


D62657 


Hs.35086 


ublqulfin^pecilic protease 1 


4.0 


1061S4 


AA425304 


Hs.6994 


ESTs 


4.0 


105548 


AA262032 


Hs.26089 


ESTs; Weakly &iiT^ to 62D9.a [Qjnelanogaste 


4.0 


106319 


AA436606 


Hs.7392 


ESTs; Weakly similar to Gu protein [Rsapiens 


4.0 


121816 


AA424814 


Hs.187509 


ESTs 


4.0 


122851 


AM63627 


Hs.995g8 


ESTs 


4.0 


123337 


AA504153 


Hs.132797 


ESTs; Weakly similar to ORF YGLOSOw [S.cerevl 


4.0 


128643 


N40212 


Hs.102958 


ESTs 


4.0 


129011 


S72B69 


Hs.107932 


DNA segment; single copy; probe pH4 (transfbr 


4.0 


130895 


AA609828 


Hs.21015 


ESTs; Highly similar to tetracycline transpor 


4.0 


132323 


AA436102 


H5^56559 


ESTs 


4.0 


134255 


J05032 


HS.807S8 


aspartykRNA synthetase 


4.0 


102827 


U91327 


Hs.6456 


chaperonln containing TCPl; subunit 2 (beta) 


4.0 


102123 


U14518 


Hs.1594 


centromere protein A (ITkD) 


4.0 


102813 


U90651 


Ks.151461 


emiiryonic ectodemi development prot^ 


3.9 


113970 


W86748 


Hs.8109 


ESTs 


3.9 


107145 


AA621108 


Hs.173001 


ESTs 


3.9 


114212 


239338 


HsJ?1201 


DKFZP566B0846 protein 


3.9 


106614 * 


AA458934 


H5.179912 


ESTs 


3.9 


132742 


AA490862 


H5.55901 


ESTs; Weakly similar to C43H8.1 [Celegans] 


3.9 


120948 


AA397822 


Hs.104650 


ESTs; ^hty similar to simitar to mago nastii 


3.9 


129337 


R63542 


Hs.1 10488 


K1M0990 protein 


3.9 


103835 


AA172215 


Hs.93748 


ESTs; Moderately slntilar to TRANSCRIPTION FAG 


3.9 


133330 


U42360 


Hs.71119 


Putative prostate cancer tumor suppiessor 


3.9 


13^28 


N34096 


Hs,7766 


ublquitin-conjugatlng enzyme E2E 1 (homotogou 


3.9 


133640 


083004 


Hs.75355 


ublqutftn-conjugating enzyme E2N (honnologous 


3.9 


133350 


AA135468 


Hs.71573 


ESTs 


3.9 


115623 


AA401475 


Hs.39733 


postsynaptic protein CRIPT 


3.9 


101973 


S82597 


Hs.80120 


UOP-N-acetyMpha-[>galactosamine;polypeptjd 


3.9 


102669 


1/71207 


Ks.29279 


eyes absent (Orosophila) homotog 2 


3.9 


134248 


AA292677 


Hs.60624 


ESTs 


3.9 


102380 


U40434 


Hs.155981 


mesothelln 


3.9 


116157 


AA461063 


Hs.44298 


ESTs; Highly similar to HSPCOl 1 [H^aplens] 


3.8 


106691 


AA463453 


Hs.23259 


ESTs; WeaWy simPar to ACTIN; CYTOPUSMC 2 


3.8 


115844 


AA430124 


Hs^34607 


ESTs 


3.8 


107159 


AA621340 


H3.10600 


ESTs; Weakly similar to ORF YKR081C [Sxerevi 


3.8 


106498 


AA452141 


Hs.7171 


ESTs 


3.8 


13440S 


J04177 


Hs.82772 


coliagen; type XI; alpha 1 


3.8 


106260 


AA431448 


Hs.5250 


ESTs; Weakly similar to BACR37P7.g [D.meIanog 


3.8 


109864 


H025S4 


Hs,30323 


ESTs 


3.8 


124648 


N91948 


Hs.125034 


ESTs 


3.8 


134719 


107515 


Hs.89232 


chromobox homotog 5 Prosophila HPl alpha) 


18 


113702 


T97307 


Hs.161720 


ESTs; htoderately slmOar to 111! ALU SUBFAMIL 


3.8 


128639 


N91246 


Hs.102897 


ESTs 


3.8 


111299 


N73808 


Hs.24g36 


ESTs 


3.7 


129351 


AA167268 


Hs.62349 


Human ras inhibitor mRNA; 3' end 


3.7 


119741 


W70205 


Hs.43670 


kinesbi family member 3A 


17 


105012 


AA116036 


Hs.9329 


chromosome 20 open reading frame 1 


3.7 


128734 


AA343629 


Hs.104570 


kallikrein 8 (neuropsin/ovasin) 


3.7 


130567 


L07493 


Hs.1608 


replication protein A3 (1 4kO) 


3.7 


114253 


Z39909 


Hs.14831 


ESTs 


3.7 


103169 


X68560 


Hs.44450 


Sp3 transcrfption factor 


3.7 


111269 


N70711 


Hs.ie885 


ESTs; Kighty similar to CQ-l 16 protein [H^ 


3.7 


112876 


T03488 


H3.4842 


ESTs 


37 


118261 


N62780 


Hs.94122 


ESTs 


3.7 


130385 


AA126474 


Hs.155223 


stanniocalcin 2 


3.7 


129300 


C20976 


Hs.110165 


ESTs; Highly similar to n'bosomal protdn L26 


3.7 


134388 


M15841 


Ks^2575 


smaO nuclear rtoonucteoprotein polypeplide B 


3.7 


106988 


AAS04631 


H5.26813 


ESTs: Waakty similar to hypothetical 43.2 kOa 


3.7 


100906 


HG4716-Hr5158 


Guanosine S'-Monophosphate Synthase 


3.7 


100418 


066978 


H3.84790 


KIAA0225proteb 


3.7 


101484 


M24S94 


Hs.20315 


tntBrferon-toduced protein 56 


3.7 


102547 


U57911 


Hs.46638 


chromosome 1 1 open reading frame 8 


3.7 


103587 


Z29083 


H3.82128 


5T4 oncofetal frophoblast glycoprotein 


3.7 


130600 


AA478601 


Hs.258737 


ESTs 


17 


128733 


AA328993 


Ks.104558 


ESTs 


17 


134375 


AA412720 


H5.82389 


ESTs; Highly similar to 061-1 18 protein [Ksa 


17 


134098 


XD6323 


Ks.79086 


nlxjsomal protein: mitochondrial; L3 


16 


101188 


120320 


Ks.184298 


cycQn-dependent kinase 7 (homotog of Xenopus 


16 


132149 


T10822 


Hs.4095 


ESTs 


3.6 
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118200 


AA46S358 


Hs.1 18793 


ESTs; Highly similar to p621 [a&apiensl 


16 


121920 


AA428300 


Hs.161841 


ESTs 


3.6 


128S09 


AA234365 


Hs.102456 


survM of motor neuron protein InteiacSng 


3.6 


101078 


104510 


Hs.792 


AOP-ribosytalion fxtor domafn protein 1; 64k 


3-6 


108633 


AA121289 


Hs.49597 


ESTs; Highly similar to retlnolc add^uoed 


3.6 


109139 


AA176121 


HS59757 


zinc fhtger protein 281 


3.6 


111870 


R37778 


Hs.18^ 


ESTs: Weakly similar to hypothetical protein 


3.6 


113848 


W&0080 


Hs^7lB9 


DICI=ZP564J0863 protein 


3.6 


127947 


AI432475 


Hs.146327 


ESTs 


3.6 


12B056 


AI379480 


Hs.125449 


ESTs; Weakly sImHv to MaxiK channel t)eta 2 


3.6 


129914 


U22377 


Hs.13321 


rearranged Unyc fusion sequence 


3.6 


132148 


AA283S88 


Hs.4094 


ESTs 


3.6 


134644 


S833Q8 


Hs.87224 


SRY (sex-detsnnlnlng region Y)-box 5 


3.6 


115047 


AA252627 


Hs.22554 


homeoboxBS 


3.6 


102398 


U42359 




Human N33 proton form 1 (N33) gene, exon 1 a 


3.6 


127479 


AA513722 


Hs.179729 


collagen; type X; alpha 1 (Schmid metaphyseal 


3.6 


105545 


AA262030 


Hs^152 


ESTs; Weakly similar to kalanin p80 sutKinit [ 


3.6 


1014B3 


M24486 


Hs.76768 


procollagen-pro≠ 2-axogtutaratB 4-dtQxyge 


3.6 


105709 


AA291268 


Hs^61 


DKFZP5e6UI724 protein 


3.6 


122836 


AA454103 


Hs.1 10031 


ESTs 


3.6 


124792 


R44357 


Hs.132784 


ESTs; Weakly slmHar to cONA EST EMBLT01 421 


3.6 


103621 


Z47727 


Hs.150675 


potymerase (RNA) II (DMA directed) polypeptid 


3.5 


105427 


AA251330 


Hs^8248 


ESTs 


3.5 


121553 


AA412488 


Hs.48820 


ESTs ; 


3.5 


115167 


AA258421 


Hs.43728 


hypothetic^ protein 


3.5 


134570 


U66615 


Hs.172280 


SWI/SNF related; matrix associated; actin dep 


3.5 


110787 


N24716 • 


Hs.12244 


ESTs; Weakly similar to C44B9.1 [aelegans] 


as 


131621 


U77655 


H3.139120 


ritx)nucleaseP{30kD} 


3.5 


132813 


N72116 


Hs.57435 


solute carrier family 11 (proton-coupled diva 


3.5 


116370 


AA5212S6 


Hs.236204 


ESTs; Moderately simflar to NUCXEAR PORE COMP 


3.5 


131965 


W90146 


Hs.35962 


ESTs 


3.5 


115221 


AA262942 


Hs,79741 


ESTs 


3.5 


116093 


AA456020 


Hs.50348 


ESTs; Weakly stmHar to KIAA0862 protein [H.s 


3,5 


123507 


AA600176 


Hs.112345 


ESTs 


3.5 


129801 


F11087 


Hs.239666 


ESTs 


3.5 


115084 


AA2555&6 


Hs.42484 


Homo sapiens mRNA; cONA OKFZpS64C053 (from d 


3.5 


123442 


AAS98803 


Hs.111496 


ESTs 


3.5 


115061 


AA253217 


Hs.41271 


ESTs 


3.5 


100146 


D13645 


Hs.2471 


KIAA0020 gene product 


3.5 


115140 


AA258030 


Hs.55356 


ESTs; Weakly similar to supported by GENSCAN 


3.5 


115360 


AA281950 


Hs.5057 


carfaoxypeptldase 0 


3.5 


130261 


D83767 


Hs.153678 


reproduction 8 


3.4 


100824 


HG4058-HT4328 


Oncogene Amll-Evl-1, Fusion Activated 


3.4 


102287 


U31814 


Hs.3352 


histon9de3cetyl3se2 


3.4 


102788 


U86602 


HS74407 


nudeolar protein p40 


3.4 


118836 


N79820 


Hs.50654 


ESTs 


3.4 


102423 


U44754 


Hs.179312 


small nudear RNA actuating complex; polypep 


3.4 


106300 


AA435840 


Hs.19114 


high-mobility group (nonhistone chromosomal) 


3.4 


106156 


AM25354 


H5.4210 


ESTs 


3.4 


106483 


AM51676 


Ks.30299 


IGF-llmRNA-blndIng protein 2 


14 


107868 


AA02S234 


Hs.61260 


ESTs 


34 


108187 


M056538 


Hs.27842 


ESTs; Weakly simSar to similar to 1-acyt^ 


34 


116123 


AA459282 


HS.437S5 


ESTs 


3.4 


119501 


W37721 


Hs.151363 


ESTs 


3.4 


129121 


AA127459 


H5.108788 


ESTs; Weakly similar to zests [Djnelanogaster 


3.4 


131638 


D87120 


Ks.29882 


predicted osteoblast protein 


3.4 


132962 


N34893 


H5.6153 


ESTs; Highly similar to CGl-48 protein [H^ap 


3.4 


133767 


D63S75 


Hs.l7328a 


K1AA0155 gene product 


3.4 


111823 


R35253 


Hs.24944 


ESTs 


3.4 


134372 


D63877 


Hs.82324 


KtAA0157proteb 


3.4 


130938 


AA013250 


Hs^1398 


ESTs: Moderately similar to PUTATIVE GLUCOSAM 


3.4 


115169 


AA25e427 


Hs.58427 


ESTs 


3.4 


123978 


C20653 


HS.17027B 


ESTs 


3.4 


108807 


AA129968 


Hs.49376 


ESTs; WeaWy similar to PROTEIN PHOSPHATASE P 


3.4 


132581 


R42266 


Hs^2256 


ESTs; WeaWy similar to bela-TrCP protein E3R 


3.4 


134654 


W23625 


Ha739 


ESTs; WeaWy simflar to ORF YGR200c (Sx»revl 


3.4 


10S73O 


AA292701 


Hs^ 


OKFZPS64I052 protein 


3.4 


111295 


N73275 


Hs^1275 


ESTs; Weakly similar to ubiquiUn-coiyugating 


3.3 


102009 


U026e0 


Hs.82643 


protein tyrosine kinase 9 


3.3 


114161 


Z38904 


Hs22335 


ESTs; Weakly similar to KtAA0970 protein (Rs 


13 


130604 


XD3635 


Hs.1657 


estrogen receptor 1 


13 


100103 


AF007875 


Hs^085 


dolichylf hosphate mannosyltransferase polype 


13 


121748 


AM21171 


H3.234545 


ESTs 


13 


108696 


AA463745 


Hs.29403 


ESTs; Weakly simflar to PROBABLE ATP-OEPENDEN 


3.3 


134353 


S77154 


Ks.82120 


rtudear receptor subfamOy 4; group A; member 


13 


134154 


AA211320 


Hs.79404 


neurorvspedfic protein 


13 


133142 


F03321 


Hs.65874 


ESTs 


13 


124461 


N50541 


Ks.80285 


Homo sapiens mRNA; cONA DKFZp586C1723 (from c 


13 


104903 


AA055534 


Ks.124134 


ESTs 


13 


106772 


AA478106 


Ks.12692 


ESTs: Weakly stmSar to protein phosphalase-l 


13 


109704 


R)9687 


Hs.12876 


ESTs 


3.3 


111131 


W64K7 


Hs.t0177 


ESTs 


13 


115019 


AA2S1906 


Hs.48473 


ESTs 


13 


116019 


AA450312 


Hs^7480 


Homo sapiens mRNA; c0^tA DKFZp434E102 (from d 


13 
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118528 


K67889 


Hs.49397 


ESTs 


3.3 


124027 


F03625 


Hs.107537 


ESTs 


3.3 


131699 


R58657 


Hs,90421 


ESTs: Moderately similar to UO ALU SUBFAMIL 


3.3 


111044 


N55443 


Hs.23625 


ESTs 


3.3 


10376B 


AA089997 


Hs.ie0320 


ESTs: Weakly similar to GOLG) 4-TRANSMEMBRAN£ 


3.3 


131882 


K49091 


Hs.3385 


ESTs; Wghly similar to CGH 34 protein [H.sa 


3.3 


123673 


AA609471 


H3.112712 


ESTs 


3.3 


132936 


AB0023Q5 


Hs.6111 


K1AA0307 gene product 


13 


103023 


X53793 


Hs.1 17950 


mutfifuncSonal polypeptide slmHar to SAICAR 


3.3 


120572 


AA280794 


Hs^8787 


ESTs 


13 


132384 


AA479933 


Hs.46967 


Human DMA sequence from done 167A19 on chrom 


3.3 


105658 


AA282914 


Hs.10176 


ESTs 


3.2 


105088 


AA147719 


HS.1S9441 


ESTs 


3.2 


118695 


M71781 


Hs.50081 


Homo sapiens mRNAfUl length Insert cONA do 


12 


112092 


R44538 


Hs.140889 


ESTs 


12 


125154 


W38419 


Hs.24936 


ESTs 


12 


108040 


AA0415S1 


Hs.48644 


ESTs 


12 


133453 


M68941 


Hs.73a26 


protmn tyrosine phosphatase; non-receptor ty 


12 


124006 


D60302 


Hs.108977 


ESTs 


12 


116083 


AMS5653 


Hs.44581 


ESTs; Weakly slmHar to HEAT SHOCK 70 KD PROT 


12 


106753 


AA476944 


Hs.7331 


ESTs 


12 


102621 


U66075 


Hs.50924 


GATA^inding protein 6 


12 


103330 


X85373 


H8.77496 


smaB rtudear rtbonudeoproteln potypeptlde G 


12 


128926 


M481403 


Hs.107213 


ESTs; Kghly simflar to NY-REN-6 ant^en [H.8 


3.2 


101167 


U5309 


Hs.193877 


zinc ftnger^protein 141 (done pHZ-44) 


3.2 


104055 


AA393755 


Hs. 117211 


ESTs: H^hly similar to CGI-62 protein [H.sap 


3.2 


112917 


T10196 


Hs.4253 


ESTs; Weakly similar to /prediction 


12 


120358 


AA213459 


Hs. 100932 


transcfipfion factor 17 


3.2 


121857 


AA426017 


Hs.62694 


ESTs: Highly slndlar to DMA-REPAIR PROTEIN CO 


12 


122124 


AA434257 


Hs.1 86579 


ESTs; Moderately slmHar to till ALU SUBFAMiL 


12 


132231 


H99131 


Hs.42635 . 


ESTs 


3.2 


134272 


)C76040 


Hs.223014 


protease; seiine; 15 


12 


115860 


AA431719 


Hs.61809 


ESTs 


3.2 


115278 


AA279757 


Hs.67466 


ESTs; Weakly similar to BACN32G1 l.d pjnelano 


12 


134125 


R38102 


Hs.50421 


KIAA0203gene product 


3.2 


129160 


M131252 


Hs.109007 


ESTs 


3.2 


121710 


AMI 9011 


Hs.96744 


DKFZP586D0823 protein 


12 


102242 


U27185 


Hs.32943 


retinoic acid receptor responder (tazarotene 


12 


104956 


AA074880 


Hs.120975 


ESTs; Weakly similar to hypothetical protein 


12 


113047 


T25867 


Hs.7549 


ESTs 


12 


115017 


AA251880 


Hs.179982 


tumor protein p53-t]indlng protein 


3.2 


133780 


M14219 


Hs.76152 


decorin 


11 


129453 


AA421213 


Hs.1 11632 


Lsm3 protein 


11 


130353 


X86018 


Hs.172210 


MUF1 protein 


11 


106036 


M412505 


Hs.10653 


ESTs 


11 


102234 


U2&312 


Hs.8123 


chromobox homolog 3 (DrosopWla HPl gamma) 


11 


106133 


AA424346 


Hs.1 07573 


sialyitransferase 


11 


116803 


H47357 




ESTs; Moderately similar to weak sinrllarity I 


11 


106721 


AA465194 


Hs.6670 


ESTs 


11 


107115 


AA610108 


Hs.27693 


ESTs; Highly simitar to CGI-124 protein [H.sa 


11 


133228 


N90029 


Hs.6831 


Homo sapiens done 1400 unknown protein n^NA; 


11 


104733 


AA019498 


Hs.23071 


ESTs 


11 


103879 


AA22814d 


Hs.50252 


ESTs; Weakly similar to putative [C.elegans] 


11 


103038 


X54941 


Hs.77550 


CDC28 protein kinase 1 


11 


135154 


AA126433 


Hs.1 73242 


sorting nexin 4 


11 


114860 


AA235112 


Hs.1 06227 


ESTs; Moderately similar to simitar to murine 


11 


102437 


U46569 


Hs.22ig86 


aquaportnS 


11 


100352 


D64159 




Homo sapiens mRNA for 3-7 gene product, parti 


11 


103631 


Z48570 




H.S8p{ens Sp17gene 


11 


104238 


AB002384 


Hs.27916 


a dislntegrin-tike and metaHoprotease (repro 


11 


108613 


AA100967 


Hs.6gi65 


ESTs 


11 


115915 


AA4368&4 


Hs.48926 


ESTs 


11 


120640 


AA286945 


H5.163933 


ESTs 


11 


124068 


H03099 


Hs.101619 


ESTs 


11 


130376 


U91931 


Hs.155172 


adaptor-related protein complex 3; t)eta 1 sub 


11 


131632 


AA443871 


Hs.29e26 


ESTs 


11 


131523 


H88801 


Ks.201676 


M phase phosphopmtein 10 (U3 small nudeolar 


11 


115827 


AA427690 


Hs.44426 


ESTs; Weakly slrraiar to PHOSPHOUPiD HYDROPER 


11 


108828 


AA1315e4 


Hs.71435 


DKFZP564O0463 protein 


11 


112198 


R49483 


Hs.22159 


ESTs: Weakly similar to ZINC RNGER PROTEIN H 


11 


123960 


AA621785 


Hs.170008 


methytmatonate-semlaldehyde dehydrogenase 


11 


131538 


Z29331 


HS.2850S 


ubiqunin-conjugaflng enzyme E2H (homotogous 


11 


105616 


AA280670 


Hs.24968 


ESTs 


11 


101228 


L27706 


H3.82916 


chaperonin containing TCP1 ; sulHinit 6A (zeta 


11 


100280 


D42085 


Hs.155314 


KIAA0095 gene product 


11 


132744 


X54326 


Hs.55921 


ghitamyl-protyMRNA synthetase 


11 


103105 


X6ig70 


Hs.75913 


pioteasome (prosome; macrop^) subunit; alph 


11 


106984 


AA521201 


Hs.7129 


ESTs 


11 


105127 


AA158132 


Hs.11817 


ESTs; WeaWy similar to contains similarity t 


11 


102302 


U33052 


Hs.69171 


protein Idnase <>eke 2 


11 


117708 


N45114 


Hs.46476 


ESTs 


11 


111314 


N74574 


Hs.33922 


Ksapiens novel gene from PAC 117P20; chromos 


10 


132902 


AM90969 


Hs.168147 


ESTs 


3.0 


130356 


X84373 


Hs.155017 


nudear receptor interacting protein 1 


10 
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128420 


At088155 


H5.14145 


108746 


AA126974 


Hs.43388 


127236 


A1341818 


Ks.98658 


114208 


239301 


Hs.7eS9 


107071 


AA&09053 


H335198 


104957 


AA074919 


Hs.10028 


124073 


K05394 


Hs.1 27376 


130863 


AA12&100 


H3.2057 


101232 


L28997 


H3.242894 


104276 


002193 


Hs.85222 


126160 


K90960 


H3.247277 


128584 


M11433 


Hs.101850 


100405 


D86425 


Hs.82733 


101335 


L49054 




108761 


AA127514 


H3.61603 


111346 


N89829 


Ks.13259 


1149B8 


AA2S1089 


Hs.94576 


116008 


M449338 


H3.4d569 


116545 


D20313 


Hs.74899 


117873 


N49967 


Hs.46624 


121463 


AA411745 


Hs^39681 


128625 


AA242616 


Hs.102652 


131185 


M25753 


Hs.23960 


134380 


D38073 


H5.179565 


105740 


AA293206 


Hs.10852 


130919 


AA291710 


Hs^1276 


134423 


W96151 


H£.83006 


104896 


AA054228 


H8.23165 


134407 


X72964 


Hs.82794 


106378 


AA445994 


Hs.21331 


112283 


R53545 


Hs^952 


109018 


AAisegso 


Hs. 114992 


114239 


Z39742 


Hs.222478 


114969 


AA260775 


Hs.87747 


116408 


AA608752 


Hs,71969 


115286 


AA27g803 


Hs.82204 


105809 


AA393827 


Hs.20104 


113811 


W44928 


Hs.4876 


107248 


D59894 


H3,34782 


134489 


U09284 


Hs.l 12378 


134064 


087685 


Hs.78893 


127370 


AI024352 


Hs.70337 


113277 


T65797 


Hs.11774 


132783 


N74897 


Hs.5683 


109010 


AAl 56460 


H3.44229 


130095 


F01831 


Hs.14838 


106618 


AA459249 


Hs.8715 


103427 


X97303 




133980 


D00760 


Hs.181309 


111353 


N90430 


Hs.6616 


105344 


AA235303 


HS.B64S 


134498 


M63180 


Hs.84131 


117910 


N50828 


Ks.12940 


118903 


N90774 


Hs.132207 


121713 


AA419198 


Hs.105577 


129060 


HI 9307 


Ks.108507 


129404 


AA172056 


Hs.1 11128 


129457 


X55330 


Hs^07776 


130352 


D07450 


Hs.1 54978 


133415 


X69699 


Hs.73149 


120649 


AA287115 


Hs.99697 


131257 


AA256042 


Hs^4908 


134480 


AA024664 


Hs 83916 


116734 


F137e9 


Hs.33796 


105028 


AA12B719 


Hs^5282 


114966 


AA251010 


Hs.87807 


105651 


AA282481 


Hs.1 8439 


1017-14 


M68874' 




123393 


AA521265 


Hs. 105514 


106007 


AA411462 


H3.11042 


109450 


AA232183 


Hs.1 73042 


104685 


AA010530 


H5.9599 


108677 


AA115629 


Hs.1 18531 


116028 


AA4S2112 


Hs.42644 


105404 


AA243303 


Hs.21187 


132365 


AA598634 


Hs.46541 


119638 


W52480 


H5.56148 


124637 


N80716 


Hs.75738 


130588 


AA287735 


H3.16411 


105640 


AA281623 


HS.7S25 


131818 


Z39297 


Hs.3281 


11938 


T23820 


Hs.155478 


128742 


000763 


Hs.251531 


115089 


AA25S876 


Hs.86919 



ESTs; Weakty Mlar to unknown [H.sapiensl aO 

ESTs 3.0 

budcltng uninhibited by benzinadazoles 1 (yeas 3.0 

ESTs 3.0 

ESTs 3.0 

ESTs: Wsakty similar to ORF YJl063c [S.cerevi 3.0 

KIAA0266 gene product 3,0 

uridine monophosptiate synthetase (orotate pho 3.0 

AOP-fibosylation factor-fike 1 3.0 

ESTs: WeaMy similar to R27090_2IH.sapEBnsJ 3.0 

ESTs; Weakly simSar to transtbrmatiorHelate 3.0 

retinol-binding protein 1; cellular 3.0 

nidogen 2 3.0 

Homo sapiens t(3;5}(q25.1 ;p34) fusion gene NP 3.0 

ESTs 3.0 

ESTs 3.0 

ESTs; Weakly similar to phasdudn; retinal [H 3.0 

ESTs; Weakly similar to finger protein HZF5; 3.0 

ESTs 3.0 

ESTs 3.0 

ESTs; Weakty similar to KtAA0554 protein [H.s 3.0 

ESTs; Weakty similar to KIAA0437 [H.sapien5] 3.0 

cydin B1 3.0 

mintctiromosome maintenance deficient (S. cere 3.0 

ESTs 3.0 

cotlaigen; type A^: alpha 3 (Goodpasture antig 3.0 

ESTs; Highly simnar to CGI-1 39 protein (H ja 3.0 

ESTs 3.0 

caltractin (2fficO caiclum-binding protein) 3.0 

ESTs 3.0 

Homo sapiens done 2441 1 mRKA sequence 3.0 

ESTs 3,0 

ESTs 3.0 

ESTs 3.0 

Homo sapiens mRNA; cDNA DKFZp564P0823 {from c 3.0 

ESTs Z9 

ESTs 2.9 

ESTs 2,9 

ESTs 29 

UM and senescent cell antigen-b'ke domains 1 2.9 

KIAA0244 protein 2.9 

immunoolot)u!in superfamily; member 4 2,9 

protein (peptldyl-pmlyl cis/trans isomerase) 2.9 

DEAD^ (As[^G!u-Al£hAsp/His] box polypeptide 2.9 

dual specificity phosphatase 12 Z9 

ESTs 2.9 

ESTs; Weakly similar to Slmilarily with snaQ 2.9 

Ksapiens mRNA for Ptg-12 protein Z9 

pioteasome (prosome; macropain} subunit; atph Z9 

ESTs 2.9 

ESTs Z9 

threonyHRNA synthetase 2.9 

zinc-flngers and homeoboxes 1 2.9 

ESTs; Moderately similar to )!!1 ALU SUBFAMIL Z9 

ESTs Z9 

ESTs Z9 

ESTs Z9 

asparfylgiucosan^nldase Z9 

KIAAQ251 protein Z9 

paired box gene 8 Z9 

ESTs Z9 

ESTs Z9 

NAOH dehydrogenase [ubiquinone) 1 alpha subco 2,9 

DKFZP58602223 protein 2.9 

ESTs Z9 

ESTs Z9 

ESTs Z9 

Human phosphatidylcholine 2-acylhydn)l3se (cP 2.9 

ESTs Z9 

ESTs; Weakly simaar to veil 1 [H^apiens] ZB 

ESTs; Weakly similar to 111! ALU SUBFAMILY J Z9 

Human BAC done GS025M02 from 7q21-q22 Z9 

ESTs 2.9 

(hioredoxin^ Z9 

ESTs Z9 

Homo sapiens PAC done DJ0894A10 from 7q32-<i3 Z9 

ESTs; Moderately stmllar to NY-REN-58 antigen Z9 

Human DNA sequence from done 1163121 on chro Z9 

KunnanONA sequence from done 11 89824 on chro Z9 

ESTs; Wealdy similar to KIAA0742 protdn [Rs Z9 

neuronal pentraxin II Z9 

cydin T2 Z9 

ptfoteasome (prosome; macropain) subunit; a!ph Z9 

. ESTs; Weakty similar to Oil ALU SUBFAMILY J Z9 
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100468 


D89289 


Hs.118722 


fuoosyitransferasd 8 (atpha (1:6] fucosyltran 


2.8 


13^20 


L08133 


H3.608 


ATPase; CthM- trensporting; sipha fM^epSde 


2.6 


113490 


TB8700 


Hs.173374 


ESTs 


Z8 


133451 


Y00764 


Hs.73818 


ubiQuinGil-cytochronie c reductase h'c^e protei 


Z8 


128770 


K98645 


Hs.143460 


protiain kinase d nu 


2.6 


129122 


K62515 


H3.108790 


ESTs 


2.8 


104827 


AA035&30 


HS.B551 


PRP4/STKW0 spndng factor 


Z8 


111348 


N90041 


Hs.g585 


ESTs 


Z8 


130387 


R45698 


Hs.21893 


ESTs; Weakly similar to cAMP inducible 2 prot 


ZQ 


102139 . 


U15932 


Hs^28 


dual specificity phosphatase 5 


2.8 


114902 


AA23&359 


H3.39504 


ESTs 


Z8 


106094 


AA419461 


Hs.18127 


ESTs 


18 


126438 


N93125 


Hs.137300 


ESTs 


Z8 


107129 


AA620553 


Hs.4756 


flapstructure^pecrSc endonudease 1 


ZB 


104491 


N71513 


HS.3932B 


ESTs 


2.8 


105043 


AA132239 


Hs.11810 


ESTs; Weakly sinflar to CD4.2 [Ceiegans] 


Z8 


106855 


AA486182 


H5.17975 


ESTs 


Z8- 


109895 


F09530 


Hs.180591 


ESTs; Weakty similar to R06F6.Sb [Ceiegans] 


2.8 


120455 


AA251083 


Hs.104347 


ESTs 


2.8 


130861 


N23393 


Hs.20509 


ESTs 


Z8 


131649 


AA481254 


Hs.30120 


ESTs 


2.8 


128517 


AA280617 


Hs.100861 


ESTs; Weakly similar to p60 katantn [H^apien 


Z8 


100486 


HG1112-HT1112 


Ras-like Protein Tc4 


ZB 


116729 


F13700 


Hs.1 15823 


ribonuclease P; 40kD suburut 


Z8 


101851 


M942S0 


Hs.82045 


rnidkine {nejiriie growth-promoting factor 2) 


Z8 


115465 


AA286941 


Hs.43691 


ESTs 


Z8 


100137 


D13627 


Hs.1 5071 


chaperonin containing TCP1; subunit 8 (theta) 


Z8 


125837 


H05323 


Hs.1 46401 


endothelial monKyle-actlvating polypeptide 


Z8 


131562 


U90551 


Hs.28777 


H2A histone family; member L 


Z8 


129445 


AA306121 


Hs.1 11515 


ESTs; Weakly similar to predicted using Genef 


Z6 


129239 


D31544 


Hs.109701 


ESTs; Moderately simOar to weak similarity t 


2.8 


106507 


AA452584 


Hs.91585 


protein phospliatase 1; regulatory (inhibitor) 


Z8 


101664 


M60752 


Hs, 121017 


H2A histone family; member A 


2.8 


129426 


AA412087 


Hs.168272 


EST; Highly similar to protein Inhibitor of a 


Z8 


103437 


X98260 


HS.B2254 


M^tiase phosphoprotein 1 1 


ze 


129821 


F11019 


Hs.12696 


cortactin SH3 domain-binding protein 


Z8 


130160 


Z39228 


Hs.1 51344 


UDP-Qal:betaGtcNAc beta l;3^alactosyItransfe 


Z8 


1Q4257 


AF00626S 


Hs.9222 


estrogen receplor-bindlng fragment-associated 


Z8 


116204 


AA465701 


Hs.108646 


ESTs 


Z6 


125914 


AA262925 


Hs.160034 


cleavage stimulafion factor; 3' pre-RNA; subu 


2.8 


131510 


AA207114 


HS.27B42 


ESTs; Weakly similar to similar to 1-acyl^Iy 


Z8 


1G6291 


AA435551 


Hs.30824 


ESTs 


Z8 


122761 


AM59296 


Hs!l05039 


ESTs; Weakly similar to l!tl ALU SUBFAMILY J 


Z8 


107056 


M600310 


Hs.18720 


programmed cell death 8 (apoptosls-lnducing f 


Z8 


108535 


M084505 


Hs.226440 


Homo sapiens done 24881 mRNA sequence 


Z8 


116226 


AA47B729 


Hs.76450 


ESTs 


Z8 


120266 


AA173939 


Hs.1 93902 


ESTs; Weakly similar to Inner centromare pro! 


ze 


128654 


H2068g 


Hs 103180 


actin-likeS 


ze 


116726 


F13681 


Hs.42309 


ESTs 


2.7 


132640 


U33a21 




Taxi {human T-cell leukemia vims type 1) bin 


Z7 


133273 


AA147725 


Hs.69469 


dendritic cell protein 


2.7 


108846 


AA132983 


Hs.44155 


DKFZP586G1517 protein 


Z7 


105621 


AA280865 


Hs.6375 


Homo sapiens mRNA; cONA DKFZp564K0222 (from c 


Z7 


129164 


AA282183 


Hs.109045 


ESTs 


Z7 


133518 


U78524 


HS75251 


OEAD/H (Asp-Glu-Ala-Asp/His) box binding prot 


Z7 


120521 


AA258785 


Hs.107476 


ATP synthase; H-*- transporting; n^tochondrial 


Z7 


116429 


AA60g710 


Hs,82837 


Human chromosome 3p21.1 gene sequence 


Z7 


110984 


N52006 


Hs.80120 


UDP-N-acetyl-alpha-Digalactosamine:polypeptid 


Z7 


100372 


D73997 


Hs.184339 


KIAA0175 gene product 


Z7 


125134 


W19228 


Hs.100748 


ESTs 


Z7 


129254 


AA453624 


Hs.1098 


deoxynucleolidyltransferase; tenninal 


Z7 


102339 


U37022 


Hs.95577 


cyclirvdependent kinase 4 


Z7 


106589 


AA456646 


Hs.28661 


ESTs 


Z7 


119118 


R44122 


Ks.42743 


ESTs; Weakly simitar to predicted using Genef 


Z7 


105973 


AA408320 


K5.21201 


DKFZP566B0846 protein 


2.7 


106317 


AA436568 


Hs.172140 


ESTs 


Z7 


115551 


AA365527 


Hs.177861 


ESTs; Highly similar to CGI-1 10 protein (H-sa 


Z7 


103789 


AA098178 


Hs.70337 


immunoglobulin superfamily; member 4 


Z7 


105079 


M143190 


Hs.12677 


ESTs; Highly similar to CGt-147 protein [Hsa 


Z7 


109299 


AA205649 


Hs.86371 


^c finger fHOteln 254 


Z7 


122089 


AM32136 


Hs.g8682 


ESTs 


Z7 


129108 


L20321 


Hs.1087 


seilne/thrBonkie kinase 2 


Z7 


129385 


082675 


Hs.1 10950 


Homo sapiens done 25007 mRNA sequence 


Z7 


131412 


U34044 


H5.124027 


SELENOPHOSPHATE SYNTHETASE ; Human selenhim d 


Z7 


104052 


AA393164 


Hs.97644 


mammaglot)in 2 


Z7 


116254 


AA481146 


Hs.41086 


ESTs; Weakty similar to OXYSTERObBINDlNG PRO 


Z7 


106878 


AA488a72 


HS.123M 


Homo sapiens mRNA; cDNA DKFZp586C1019 (from c 


Z7 


114652 


AA101416 


Hs.107149 


ESTs; Weakty sbnilar to PTB^SOOATED SPUa 


Z7 


108831 


AA482014 


Hs.29463 


centfin; EF-hand protein: 3 (C0C31 yeast homo 


Z7 


101445 


M2125g 


Hs.1086 


small nudearrfbonudeoprotein polypeptide E 


Z7 


124428 


K36881 


Hs.82202 


ribosomal protein LI 7 


Z7 


114471 


AA028074 


Hs.103387 


ESTs 


Z7 


102051 


U07550 


Hs.1197 


heat shock 1 OkD protein 1 {chaperonin 10} 


Z7 


106916 


AA490814 


Hs.24170 


ESTs; Weakly strnilar to ribosomal SI protein 


Z7 
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116142 


AA460649 


Hs.39457 


103912 


H05509 


Hs^4639 


103193 


X70476 


Hs.75724 


102046 


U07151 


Hs.182215 


104567 


R64534 


Hs.l014e9 


112396 


T23539 


H5.7165 


118138 


N57773 


Hs.93560 


123035 


AA485724 


Hs.192119 


124315 


H34892 


Hs.6g06 


124M7 


N46000 


H5.140945 


132834 


H77546 


Hs.57898 


107529 


Y120S5 


Hs.5092 


130648 


AA075427 


HS.172S6 


106685 


AA461551 


Hs.16251 


133848 


AA033287 


Hs.76728 


134880 


AA092375 


Hs.90606 


128871 


AA400271 


Hs.106778 


106346 


AA485223 


Hs.34892 


119392 


W84548 


Hs.94696 


132309 


AA460gi7 


HS.27B0 


132923 


U21858 


Hs.60679 


114365 ' 


Z41688 


Hs.18653 


114162 


238909 


Hs.22265 


133370 


AA1S6697 


Hs.72157 


106318 


AA480890 


Hs.3542 


133501 


W16684 


Hs.74284 


100530 


HG1863-HTig04 


130553 


AA430032 


Hs.252587 


108917 


M137078 


Hs.173548 


122249 


AM36679 


Hs,258543 


119598 


W45531 


Hs.94642 


119902 


W84865 


Hs.40094 


133272 


AA465016 


Hs.69423 


132575 


AA04536S 


Ks.Sie8 


130459 


AA460254 


Hs.155983 


133083 


N70533 


Hs.6456 


131130 


T19399 


Hs,23255 


112043 


R43317 


Hs.26312 


116146 


AA460701 


Hs.193200 


122378 


AA4461Q0 


Hs.103617 


103134 


X65724 


Hs.2839 


133395 


M491296 


Hs.72805 


115652 


AA4O5098 


Hs.38178 


104975 


AA086071 


HS.5075B 


134691 


MS9979 


Hs.88474 


112869 


T03313 


Hs.4747 


100092 


AF000231 


Hs.75618 


102635 


U66833 


Hs.79378 


104490 


N71503 


Hs.43087 


106813 


AA479922 


Hs.181022 


106872 


AA487907 


Hs.18282 


107022 


AA539041 


Hs.28366 


107113 


AA61C073 


Hs.23900 


113281 


T66300 


HS.1123S6 


115586 


AA399218 


Hs.32423 


115779 


AM24183 


Hs.70945 


122835 


AA469946 


HS.10S325 


124726 


R15740 


Hs,104576 


129775 


R94659 


H5.12420 


131991 


AA251909 


Hs.36708 


1^518 


D57975 


Hs,5084 


134612 


AMS1712 


Hs.171581 


130313 


AA620323 


Ks.154320 


131971 


R70167 


Hs,3611 


133175 


AA134767 


HS.&6666 


102083 


U10323 


HSJ5117 


125670 


AI432621 


Hs^2685 


121822 


AA425107 


Hs.97016 


106719 


AA465171 


Hs^6644 


130029 


AA236412 


Hs^3&510 


124328 


H97781 


Hs.14415 


105387 


AA236951 


Hs.108636 


103073 


X59417 


Hs.74077 


116294 


AA489000 


Hs.93748 


135339 


059269 


Hs.127842 


125390 


H95094 


Hs.75187 


102504 


U52077 


Hs.247948 


131076 


H44386 


Hs.22666 


114036 


Z38342 


Hs^007 


120402 


AA234339 


H3.50282 


102125 


U14550 


Hs,107573 


134653 


AA452818 


Hs.87385 


101959 


S80343 


Hs.180832 


116766 


H13260 


Hs.95097 



ESTs Z7 

ESTs 2.7 

ooatomor protein complex: subunlt beta 2 (bet 2.7 

AOP-nbosytaSon CactDr-(3(e 3 2.7 

ESTs i7 

zinc tuiQer protetn 259 2.7 

ESTs; Wadkly similar to trg[RJioiveglcus) 2.7 

ESTs 2.7 

>Kal stmlan leukemta vtra) oncogene homolog 2.7 

Homo sapiens mRNA; cONA 0KFZp586L141 (Irom d Z7 
ESTs; Highly stntiiar to NY-RErW9anllgen[H. " 2.7 

nudedar protein [KKE/D repeat) 2.7 

ESTs; Weakly similar to /^iredtcfion 2.7 

ESTs; Highly similar to 73 kDA subunit of de Z6 

ESTs ■ 2.6 

1 5 kOa selenoprotein 2.6 

Homo sapiens mRNA far putative Ca2-«^transpod Z6 

ESTs 2,6 

ESTs 2.6 

jun 0 prot&<]ncogene 2.6 

TATA box binding protein (TBP)-a5sodate<J fac Z6 

ESTs 2.6 

ESTs 2.6 

DKF2P564I1922 protein Z6 

ESTs U 

ESTs; Moderately similar to Similar to Sxere 2.6 

Mate Enhanced Antigen 2.6 

pituitary tumor-transforming 1 2.6 

ESTs Z5 

ESTs; Highly similar to CGM)7 protein [H.sap Z6 

ESTs 2.6 

Human DMA sequence from cbne 167A19 on chrom 2.6 

kalQkrelnlO U 

ESTs; Wealdy slmOar to 60S RIBOSOMAL PROTBN Z6 

KIAA0877 gene product Z6 

chaperonin containing TCP1 ; subunit 2 (beta) 2.6 

nudeoporin 155kD 2.6 

gHoma amplified on chromosome 1 protein (teu Z6 

ESTs 2.6 

ESTs 2.6 

Nonrie disease (pseudoglioma) Z6 

ESTs 2.6 

ESTs 2.6 

chromosome-assodated potypeplide C 2.6 

prostegtandtn-endoperoxtde synthase 1 (prosta 2.6 

dyskeratosis congenita 1; dyslterin 2.6 

RAB1 1 A; member RAS oncogene family 2.6 

cycSn A1 Z6 

ESTs; Weakly similar to dysfertin[H.sainens] 2.6 

ESTs U 

ESTs; Highly similar to unknown [H.sapiens) Z6 

programmed cell death 1 0 2.6 

ESTs; Weakly similar to digophrenin-l tike p 2.6 

Homo sapiens mRNA tor lipoyltransrerBse; comp 2.6 

ESTs Z6 

ESTs Z6 

ESTs U 

carbohydrate (keratan sulfate Gal-6) sdfotra 2.6 

ESTs Z6 

budding uninhibited by benzimtdazotes 1 (yeas Z6 

ESTs 2.6 

ESTs; Highly similar to ubiquIUn Otermlnal Z6 

ubiquitin-activaling enzyme El C (homdogous t Z6 

ESTs Z6 

ESTs Z6 

interleukin enhancer binding (actor 2; 45kO Z6 

C047 antigert (Rh^elated antigen; Integrin-as 2.6 

ESTs; Moderately simiiar to SH3 domaM}Indin Z6 

ESTs Z6 

ESTs; Moderately simiiar to PFr27 [Rmuscutos Z6 

ESTs; Highly simitar to CGWI 08 protein [Ksa Z6 

chromosome 1 open reading frame 9 2.6 

proteasome (prosome; macropain) subunit; alph Z6 

ESTs; Moderately similar to TRANSCRIPTION FAC Z6 

Homo sapiens mRNA fuH length Insert cONA do Z6 

translocase of outer mitochondrial membrane 2 Z5 

Human marinerl transposase gene; oompleto con Z6 

ESTs Z6 

chromosome condensaSonl-iike Z6 

GTP-btnding protein ragB Z6 

slalyttransfsrase Z6 

ESTs Z6 

arginyWRNA synthetase Z6 

ESTs Z6 
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104954 


AA074514 


Hs^5213 


ESTs; Weakly simlar to protefn [H^aptens] 


108771 


AA127924 


Hs.71034 


ESTs 


116439 


AA610068 


H3.43913 


PIBF1 gene product 


133859 


U86782 


Hs.178761 


26S protBasonte-associatBd padi homoloo 


132792 


AA4Q1303 


Hs^429&5 


hemogtot^ gamma G 


129620 


AA010688 


K3^20 


ESTs: Weakty similar to KIAA0691 protein [Ks 


120236 


AA191353 


Ks^5 


ESTs; Wealdy similar to K1AA0970 protein [Ks 


115615 


AM01186 


Hs,48617 


ESTs 


102933 


X17620 


Hs.118838 


noA'metastaSc celis 1; protein (NM23A} expre 


10S288 


AA435536 


Hsi4338 


ESTs 


107444 


W28391 


Hs.5181 


proltferalion^ociated 2G4; 38kD 


104525 


R160O7 


Hs.75355 


utiiquftln^iugaQng enzyme E2N (homologous 


12B917 


AA204876 


Hs^6097 


oncogene TC21 


102299 


U32907 


Hs.155545 


37 kOa taudne-fich repeat (ti^R) pnitein 


115363 


AA282071 


HS.15Z75S 


activator of 8 phase kinase 


130399 


AA449417 


Hs.155356 


Homo sapiens mRNA for putaUve glucosyttransf 


130752 


D50927 ■ 


Hs.18895 


tousiecMike kinase 1 


132724 


AA417962 


Hs.55498 


geranylgeranyt diphosphate syntiiase 1 


105743 


AA476352 


Hs.21838 


ESTs; Weakty similar to KIAA0704 protein [H ^ 


128949 


AA130993 


Hs.8850 


a distntegiin and metalloproteinase domain 12 


125685 


AI040346 


Ks.4943 


hepatooellutar carcinoma associated protein; 


105826 


AA336243 


Ks.21606 


ESTs; Moderately etmllar to similar to NEDD-4 


110641 


N31610 


Hs.18645 


ESTs; Weakly sinular to parQal CDS [Cleiagan 


111987 


R4203G 


Hs.6763 


KIAA0942'protein 


132669 


M188378 


Hs.54602 


ESTs; WegWy similarto 60S RIBOSOMAL PROTBN 


100398 


084557 


Hs.155462 


mintchromosome maintenance derictenl(mis5; S 


130800 


AA223386 


Hs.19574 


ESTs; Weakly simitar to kalanln p80 subunit [ 


114481 


AA033562 


Hs.151572 


ESTs 


113404 


T82323 


Hs.70337 


Immunogtobuiin superfamity; memt}er4 


100260 


D38491 


Hs.174135 


KlAAOl 17 protein 


103563 


Z22534 


Hs.150402 


activin A receptor; type! 


104573 


R68952 


HS.297S0 


ESTs 


105025 


AA126336 


Hs.22744 


ESTs; Weakly similar to ZINC FINGER PROTBN 1 


105524 


AA258158 


Hs^153 


ESTs; WeaWy similar to K1AA0352 [Ksaptens] 


105157 


AA425367 


Hs.32094 


ESTs 


107243 


059489 


Hs.34727 


ESTs 


109920 


H05733 


Hs.30558 


ESTs 


109981 


H0g552 


Hs^6090 


ESTs; Weakty similarto T20B121 [Celegans] 


11451B 


AA046407 


Hs.106469 


suppressor of varl (S.cerevisiae) 3^ike 1 


114768 


AA149007 


Hs.182339 


Ets homologous factor 


118906 


Ngiooo 


Hs.94433 


ESTs 


119025 


Ng8926 


HS.5S209 


ESTs; WeaWy similar to DMR-N9 PROTEIN IH.sap 


131712 


N29502 


Ks.30991 


t<IAA0957 protein 


132233 


X04706 


Hs.93574 


homeo box 03 


132740 


AA227751 


Hs.55896 


ESTs 


115239 


AA27B650 


HS73291 


ESTs; Weakty similar to similar to the beta t 


128820 


F10336 


Hs.106309 


Friend of 6ATA2 


124049 


F10523 


Hs.74519 


primase; polypeplide 2A (53kO) 


128781 


X85372 


Ks.105465 


small nuclear ribonudeoproldn potypepb'de F 


121361 


AA405494 


Hs.183052 


ESTs 


134133 


X93920 


Hs.180383 


dual specificity phosphatase 6 


102502 


U51678 


Hs.78050 


small acidic prciein 


115875 


A^433943 


Ks.43946 


ESTs; Weakty similar to Weak similarity to Ye 


132874 


M425776 


Ks.58609 


ESTs 


109646 


F04543 


Hs.5028 


OKFZP564O0423 protein 


111197 


N68093 


Hs.22gog 


ESTs 


102968 


X16396 


Hs.154672 


methylene tstrahydrofotats dehydrogenase (NAD 


124911 


RB8992 


Hs.123645 


ESTs 


106628 


AA459657 


Hs.12311 


Homo sapiens clone 23570 mRNA sequence 


116388 


H82527 




ys69a12j1 Soares retina N2b4HR Homo sapiens 


131075 


Y00757 


Hs.2265 


secretory granule; neuroendocrine protein 1 { 


133578 


X78627 


Hs.75066 


translin 


100420 


D86983 


Ks.1 18893 


p53-responsive gene 2 


130743 


W87710 


Hs.18724 


Homo sapiens mRNA; cONA DKFZp564F093 (from d 


122465 


AA448164 


Hs.99153 


ESTs; H^hly similar to CGI-73 protein [H.sap 


115117 


AA256492 


Hs.49007 


poly{A) polymerase 


124582 


N68477 


Hs.108408 


ESTs; Highly similar to CGl-78 protein [H.sap 


104771 


AA025gi1 


Hs^4994 


ESTs; High^ similar to CGI-53 protein [H.sap 


108053 


AA043944 


Hs.62663 


ESTs 


105628 


AA2B1251 


Hs^96 


ESTs; Weakty similar to putafivs zinc finger 


109261 


AA19S255 


Hs.61779 


ESTs 


119789 


W73140 


Hs^0915 


kattikreinS 


130512 


AA045304 


Hs.1 81271 


ESTs; Highly similar to CGI-1 20 protein [H.sa 


134402 


U25165 


Hs^2712 


fragile X mentad retardation; autosomal twmol 


104769 


AA025887 


Hs.1 14774 


ESTs; Weakty similar to t!i! ALU SUBFAMILY J 


125787 


. AA744748 


Hs.29403 


ESTs; Weakty similar to PROBABLE ATP-OEPErfOEN 


131775 


AA459555 


Rs.31921 


K1AA0648 protein 



TABt£7B: 

Pkey: Unhiue Eos probesetklantiSer number 
CAT number. Gene duster number 
Accession: Genbank accession mimbei^ 



155 



wo 02/102235 



PCT/US02/19297 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Ptey CATNumber 
101335 464t3 J 



100306 4312-1 



102221 3861_1 



101714 
116803 



30725.1 



55078 4 
185904 1 
132640 179.1 



103427 
103631 



43892.1 
152_34 



129097 



25953.1 



120695 



9683_3 



Accession 

149054 N87447 AA24S791 AA4S2193 AI01S525 Ar762070 AA781S26 AW183498 AAS25682 At268713 AA400391 A1193725 AW590304 
VV56360 AA936067 AISg(^6 AA40S183 AA628868 AA8442a6 AA621 1 1 7 AI141092 AI808150 BE379750 AI351^ 
AA400552 AW38a723 AM63811 AW242327 R50034 W56334 F21257 AA164314 BE074125 AA470924 A1307439 W16738 AAD26647 
735999 T19178AA164313AI744010A1015466AI014921 

AU076916 BE2981 10 AW2393g5 AW672700 NM.003875 U10660 AW551755 BE297956 C03806 AI795S76 AA644165 T36030 AW392S52 
AA446421 AW881B66 A)469428 BE548103 T96204 R94457 N78225 AI564549 AW0049B4 AW780423 AW675448 AW087890 AAg71454 
AA305698 AA679433 AA5350S9 AI394371 AA928053 A)376367 N59764 A1364000 AI431285 TBI 090 AW674657 AW674987 AA897396 
AW573412BE063175AW674408AI202011 R00723AI753769AI460161 AW079585AW275744A1873729 D25791 BE537646T61139 
R00722 

NM_006769 U24576 AW161361 AW160473 AW160465 AW160472AW161069AI824831 AW162S35 AI990356AW162477 AW152571 
A1520836 AW162352 AW162351 AW162752 A196221 6 AI537346 AAE53902 K17667 BE045346 BE5598Q2 BE255391 AA98521 7 AA235051 
A1129757 AW36&451 T34489 056105 056351 AI936579 AW0232ig AW889335 AW689120 AW88g232 AW889175 BE093702 AW889349 
AA147546A1952998AA912579AI143356AW902211 R6471 7 AWl 57236 AIB1 5242 D45274AW263991 AA442920AA129965 AIJD35713 
AI923255 A1949082 Al 142826 AI684160 A)701987 A]678954 AI827349 BE463635 AW628092 AW302281 AA493203 BE348856 BE53641 9 
AW193389 AW673561 AW592609 At224044 H43943 AA09191 2 R49632 R483S3 A)56840g R48256 AI198046 H27986 H43a99 AI678759 
A)680310 AI624220 H17052 AA156410 N56062 AI6g9430 AA664529 T09406 710459 AA627506 Ai379584 N33831 N88a33 AW022651 
AA9712ei AA248038 A10391S7 AI914689 AA973825 Atj047305 AA1 29966 AI798369 AW264348 AI445879 AI658759 N67924 At933507 
A121 6121 AI333174 T10972 AI375028 A1186756 A1273778 AA610487 AI797946 AA853303 AA903939 AI338587 AI278494 AW627595 
AA904019 

M68874 AU)22147 M72393 AL049797 BE439441 T27650 AI766240 AW150345 AW778943 AI627464 BE439479 AA587(M9 AI277300 
AI9B4983AI630935 

H47357 W33034 855976 H5S975 RS7830 AA527091 F24482 AW841585 R66514 
AW953679 AW953660 AA244436 H82527 AA361046 AA244483 H82526 

AW162087 AA224538 AA471218 AA08aS55 AA375275 eE440052 AFD90891 AA324435 AF063549 All 10675 AA322223 AW953306 
AA233590 AW949864 AW949859AA383721 AA0B1878 U33821 NM.006024 AA35O90OAAO81 588 Al 1 48087 AF268075AA088 185 
AI142478 AA081824 A1887930 AA070570 BE185248 AW59825 BE257794 AA420459 AA420859 AA777997 AA081219 AW81 5721 
AW854758 AA157932 BE018208 AW378974 AUWI 212 AI247564 AW5B1897 AI002897 BE543242 AIB1 1 690 AW852076 AW852270 
AA350969 AA094943 AA09O680 AW601554 AA099673 AA662226 AA356814 AA330174 AA187544 C02751 AA315460 BE1 68358 
AW080447 AI813764 AI624222 AW156901 AI954032 AW473780 AI86197S AA173643 AW51 1541 AI951492 BE301686 AA669760 
BE182212 AA0B1009 T69431 A1186207 AA604124 AA707346 AA173953 AlOl 6700 AI125916 AA358962 AI673719 T90593 T90497 T10776 
AW513002AW304292AA724885 AW474759A1811621 AW068g25AA666305 AI580161 A)128023 AW471151 AA534849 AA&66358 
A!07e833All39223AI244874AI381658 AW263441 AJ432440 AW8028B2 N66401 AA224251 AI167469 AI141O60AA099214 AI537130 
AL120428 AA948655 053110 AA076099 AA338617 AA826543 AI357914 AA565098 AA8079g4 AI288812 AA632332 AAl 57933 AA639802 
AA634268 AA282337 AAS51431 AA557374 AA2S6923 AA672943 AA009665 H8g626 AA810386 792925 T381 45 AA632190 AA130436 
AI686635 AA130437 AW392904 AW392839 AW392848 AW392B35 AA729737 AA070450 AW392890 W04825 AA771 848 AAD84634 
AA48ig85 AI263840 AI801 006 AA2353S0 AI954229 A1553330 AI208724 AA887638 T25894 AA041 269 W44443 A1S81770 W46171 
AA878485 W46535 AA197336 AA894945 AA394224 AI766834 AI582590 AI033007 AA481889 AW190598 AW392a55 R27279 AA3981 37 
AI248407 A)241386 Ai991753 AI826585 AA865699 At036806'A) 833030 AA041 279 AW888745 AI70327g N70572 AI91 2553 6E54g931 
AI240422 AW376187 AW591592 AA975905 AW614967 AA009656 W44332 AA664559 T05561 8E468150 AI650695 AA587920 AI473310 
AI032991AA256499AW104241 BE1 63782 AI984973 BE 16361 3 AI263906AA6281 91 AA282072BE1 63769 BE 163775 AI492939AI47331 5 
056907 AA587d30 H89480 AI362373 AA598483 056595 All 67590 C16223 Aig35415 062555 062864 063130 AI760286 A16502B6 
AW173598 AI49914S AI122566 AW903408 AI810569 AA854936 6E04g510 062065 D61300 D62101 R27475 A146g63S AI669086 N80399 
N48922 N48746 AA481381 R22858 H13912 AC004549 AW602500 AW768788 

BE514383 AA071273 AW247987 AW573286 BE312102 AW749824 BE071985 AW577383 BE071945 BE072005 AW5773S5 BE071965 
AW239231 BE072000 BE071960 AW577360 AW749830 AW373020 X97303 AW999522 BE000192 BE562219 BE266655 BE264970 
R64730 AF214731 T19173 BE258318 AF161446 BE54222a BE383856 BE206748 BE543260 AA640735 AA788907 BE251313 BE221852 
AWB55357 AA224407 AWB55346 BE1 50454 AW070651 BE326B67 AW051698 A1829278 AI470927 AW855345 AI804942 AI971004 
BEO46620 AI863664 AAB0B492 Aigi5971 BE046949 AW59071 1 AI468086 6E409685 AA332653 BE385394 AA852623 BE255591 
BE254g68 AA21 1871 BE255493 BE257727 8E255389 6E257491 BE262528 BE261 296 BE31 3277 BE261714 BE314316 Z28434 AA315545 
BE00B562 BE012093 BE161393 731969 AA305848 AW955238 8E619156 AI191748 AA323396 AW361760 AA2161 1 8 BE264939 AA325954 
AW580281 AA302597AW888908AW8B8893BE312970AA134402 H52679AA478191 T34090AW961505 Z24771 AAl 79552 R57244 
BE315207 AW583121 A1372747 733143 AW377460 733141 R14922 AW352414 H93249 AW405576 733102 RB9545 N46S25 H08434 
8E165062 AW367891 H93121 H47325T30931 AW402B52 H47410 Z20368 718928 730758 H93254 AW389725 R96628 AI372407 RB8995 
At81 5980 AW157278 AW607664 AW163268 AA133432 AA09g328 AAl 57348 At816063 AW449556 AAl 57252 AW608980 K66576 
AW821 1 27 732030 AW855058 AA032188 Z42120 R18582 AW402392 BE408021 AA280989 AA039427 AA035354 AW328008 794186 
R97481 AA181444 AA774697 6E613141 AW630221 H13066 AI124576 AW754481 BE2621 12 AWB39342 H6O108 AW364002 AW363300 
BE547161 BE0a2634 AA642471 BE619719 BE082719 W28879 AW794944 C01685 AI291 127 AW166099 AI936102 At478929 R70284 
AAB72914 W31065 N5421 6 AI568741 H56262 NM_017425 Z48570 A1831777 775007 AA354867 AA427988 Ai922844 AA733170 
AW821 1 45 BE081547 AW881571 AW881573 AW055249 AA204724 A141741 5 AI127303 A135501 3 A1039527 AW593259 AA576745 
AI45731 7 AW593236 K931 26 BE396072 AL134941 AW62gi75 At42401 1 AAl 15732 AA179986 AI334944 AW367922 AW152304 AA806752 
A1312418AW93S023BE301136AA032258AI8^922AI372406 8E177074AV^13743A)151526AA975643AA478034At814»^ 
AI032624BE177107 AA319768AW935098 AI017620AA974477 051441 C14225AU)43583 080145 AI690771 AW009711 AW881570 
A1220431 N51090A1143003AA9S1480AA039351 AI094a85 A1096520 AAl 79553 AA593974A1373929AA677252AA687374AA886867 
AA31 2863 AI150654 AI138460 AAl 33209 H99368 A1565632 AW070496 At539748 H59455 AI81 1537 H526B0 774907 AI499657 R96670 
AA854736 AM27863 AA224345 AA889899 A1347782 AA931056 AI076059 AI360841 AI797975 AI362268 AJ200968 BE350785 R97433 
N98499 AA134403 AA035355 AW263162 AI38g607 D80144 AI376627 A1520801 AA3&S942 AI707705 Al 1 23495 7331 01 H08716 AA80423d 
AA922201 AA723522 AWl 83592 AI445884 F34614 AW022342 AA363998 AA568793 AA152475 031233 AA852622 AAD99862 A1129147 
AA922599 AA782664 T33142 730009 732913 AI676138 Ai914657 N34899 AI372746 AI26591 1 AI352444 AA4431 58 AA910603 A1420273 
AA868050 AI277700 C14224 AW082087 R41447 Z38385 AI91 1 845 A)g61 888 Rgig76 F04560 AA661 955 A1857675 AA369666 AA424207 
N79g53 AA362g56 AA8946^ At884964 AA846989 AA21 5454 AI742580 AI339437 A[806B79 AI091 373 AA782558 AI026868 AW590g04 
AW204599BE348235AI819318AA122324AA939221AW139711AA131608AVV613548AA122286AI309179AA437247AV^ 
AI671306 AW439848 AA131701 A1078075 N64624 AA812881 AI140547 

BE243933 AA355449 729766 F08395 N83324 NM.005gS3 S50223 AI207548 AA258092 AAl 13952 AI31 1718 AI128612 AW807449 M771 72 
AI95131 1 )C52346 AA903307 AI569810 N55421 W77876 R37223 RB3788 AA031666 H47092 AA133451 AA31 1095 AA906363 H87667 
N56058 AA333593 W24864 H10710 F06925 F07239 AW3861 40 AA325018 AA235950 AW3ni76 N571 58 AA258093 N39467 R21609 
BE089979 R34173AWB890(^AA745&44AIE93852AA424914AA744771 W72632 AJ291213AAS2431B AI472134 Ai911230AA528418 
AAl 15745 AA775720 AI671 134 AA975044 AW2981 17 AA321015 N25288 AW9521 94 AI743379 AI204233 AI801026 AA830690 A1145980 
AW10461 1 A1338576 R21507 AI367623 BE244484 AI269308 AA031667 AI884346 AA731989 AAS88943 AA235951 AA807887 AA642645 
AI246489 N29739 AI216718 Ai383349AI038618 AI351476 AA806031 AI914178 H10711 AI095573 H89220 AW470854 AA729015 R83353 
AA782239 R34295 H87165 AW419059 A1653689 Z40349 H891 14 AW074506 AA3977a5 AAB88377 AI91 1 228 F03193 AI468783 AA70261 5 
AIB30829 AA748323 R37224 AA42491S AA731647 H47183 

AA976503 AJ917e02 AA953564 AA404613 AA428771 BE280542 AW194691 AJ927301 AI740458 AI796100 AI935503 AW052210 AA970201 
AI633384 AA425910 AI017004 AI241295 AA402816 AA29146B 
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100352 37786 1 All 33887 D641 59 AF1 1221 8 Ai756533>UJi39303AL1 33888 B£6a0604AW976259AW^^ 

/U472041 BE620065 

101084 13883 1 AW409934AW245855AU077157AW163245AW161434AVV250083AA316055BE621134AA171883 BE272494 L0^ 

NM.01 3265 6E31 1494 AA858436 AA308223 AW382598 AA373818 BE394454 AA1 26101 AA581 348 AA303227 AA058438 AA126544 
All 35350 AW996947 AA403201 AA446682 W79885 AW246249 AW577783 AW00231 6 AA320025 AW75391 3 AI798554 AW070650 
BE250413 AW250835 BE076336 AI925558 AI907634 AW804193 AW804270 AA902387 AWS04232 AW804255 AW507751 At9091 1 4 
AW1 57242 AA934590 A1628921 AI470650 AW40993S AW172793 AA401208 AW162279 AA88601 8 BE206452 At826742 AA857353 
AA483614 AA126418 AA7222Sg AA780182 AW768894 AW183614 AW156%9 At244063 AAB63491 A1376261 AA582490 AA846248 
AI474094AW246802AA446557AA126000AI899045AI7Q2310AI253092AA171554AAB31455AW118384At9545n 
AA493881 W81287 AAS15590 AA659297 AA635139 AA659293 AA765044 AA196109 N32569 AI907635 

100502 28409J U15979 X17544 W52755 NM.003836 Z12172 AW370136 BE262564 T49116 AA333753 BE262238 BE313737 H38153 AW583056 R28890 

BE25g532 016897 AA885610 AA91 1 253 AA319627 R94472 R29022 AA443405 R36337 W04904 W01748 W01204 N74203 N5B621 
AA701996 AW418723 N53220 AA60281 3 AA576129 AA593786 AA91 1577 AAS75957 AI149135 AW57305B AA7729B5 All 88918 AI372065 
AA575838 W60010 AI004S76 AI131265 AA319845 T50070 AI33S742 AA235245 W32706 AA447372 R95355 N59573 AA904616 AI291224 
BE467454 T491 17 AI268620 AA92S248 AA449494 AA318817 T49929 R94473 H38154 At07664g AW935307 AW5051 12 AW935433 
AW935342 AW935310 AW93S345 AI298308 AW93S395 AW935384 Al 184857 AA319871 T29465 C21 1 34 Z19785 AA329107 T52079 
AW935346 a6234 A1951555 T49928 AA371 745 AA369296 AA346673 RB2547 T50006 

102398 entfe2_U42359 LI42359 



Table &A Usts about 54 genes up-regulated In ovarian cancer compared to nomial adult tissues. Ttiese were selected from 35403 probesets on the AIfyfnetrix/Eo&-Hu01 
GeneChIp array such that the ratio of 'average' ovarian cancer to 'average' nonnat adult Ossues was greater than or equal to 4.0. The 'average' ovarian cancer level was set to 
the 3rd highest amongst various ovarian cancers. The 'average* nonnal adult tissue level was set to the 4th highest amongst various nofwnatignant tissues. In order to remove 
gene-spedtic (background levels of norvspeciiic hybridlzafon, the 15th percentile value amongst the non-malignant tissues was subtracted from both the numerator and the 
denominator before the ratio was evaluated. ^, 

TABLE 8A: ABOUT 54 UP-REGULATED GENES. OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

EJcAccn: Exemplar Accession 

UGID: UnlGenelD 

Title: UniGene Title 



raBb; ration tumor vs. nomnal tissues 






Pkey 


Ex.Accn 


UGID 


Title 


ratio 


130941 


D49394 


Hs.2142 


5-hydrQxytiyj4amhe (serotonin) receptor 3A 


12.1 


101249 


L33881 


Hs.1904 


protein kinase C; iota 


11.8 


132528 


AA283006 


Hs.50758 


chrornosome^sodated polypeptide C 


11.5 


102610 


U65011 


Hs.30743 


prefiBrentiaRy expressed antigen in melanoma 


11,0 


115536 


AA347193 


Hs.62180 


ESTs 


10.0 


129571 


X51630 


Hs.1145 


Wilms tumor 1 


9.3 


105298 


AA233459 


Hs.26369 


ESTs 


7.8 


121779 


AA422036 


Hs.98367 


ESTs 


7.3 


104301 


D45332 


Hs.6783 


ESTs 


6.9 


132191 


AA449431 


Hs.158666 


K1AA0741 gene product 


6,7 


102136 


U15552 


Hs.85769 


acldk: 82 kOa protein mRNA 


6,6 


101804 


M86699 


Hs.169840 


TTK protein kinase 


6.5 


132572 


AA448297 


Hs.237825 


signal recognitk)n pariide 72kD 


5.9 


106738 


AA470145 


Hs.25130 


ESTs 


5.8 


108857 


AA133250 


Hs.62180 


ESTs 


5.6 


115291 


AA27g943 


Hs.122579 


ESTs 


5.8 


132632 


N59764 


Hs.5398 


guanine-monophosphate synthetase 


5.8 


116401 


AA599963 


H5.59698 


ESTs 


5.7 


132725 


L41887 


Hs,184167 


splicing factor; arginine/serine-rich 7 (35kD 


5.7 


12KJ97 


S50223 




HKR-TlcKruppeMike zinc finger protein [huma 


5.6 


134520 


N21407 


Hs.257325 


ESTs 


5.5 


108778 


AA128548 


Hs.90847 


genera! transcripSon factor IIIC; pdypepSd 


5.4 


131228 


AA279157 


Hs.24485 


chondroitin sulfate proteoglycan 6 (bamacan) 


5.2 


116238 


AA479362 


Hs.47144 


DKFZP586N0B19 protein 


5.2 


108055 


AA043562 


Hs,62637 


ESTs 


5.1 


132939 


U761B9 


Hs.61152 


exostoses (muttiple)-like 2 


6.1 


115909 


AA436666 


Hs.59761 


ESTs 


5.0 


120438 


AA243441 


Hs.99488 


ESTs; Weakty similar to ORF YKR074w [S.cerevi 


5.0 


123494 


AA599786 


Hs.112110 


ESTs 


5.0 


109648 


F04600 


Hs.7154 


ESTs 


4.9 


132624 


AA164819 


Hs.53631 


ESTs 


4,9 


111234 


N69287 


Hs^1943 


ESTs; Weakly simflar to ORF YGL221C [S-cerevI 


4.9 


135242 


M74093 


Hs.9700 


cycfinEI 


4.9 


123005 


AA4797^ 


Hs.105577 


ESTs 


4.8 


116296 


AA48g033 


Hs.62601 


Homo sapiens mRNA; cDNA DKFZp586K1318 (from c 


4.7 


100661 


HG28744fr3018 


Ribosomal Protein 139 Homolog 


4.6 


111345 


N89620 


Hs.14559 


ESTs 


4.6 


102627 


U66S61 


Hs.158174 


zinc finger protein 184 (Kruppel^ke) 


4.5 


106459 


AA44g741 


Hs.4029 


gGoma-ampGfted sequence^l 


4.5 


102305 


U33286 


Hs.90073 


chromosome segregation 1 (yeast homologHike 


4.5 


129229 


AA211941 


Hs.109643 


potyadenytate binding proteln-lnterading pro 


4.5 


130376 


R40873 


Hs.155174 


K1AA0432 gene product 


4.4 


120619 


AA284372 


Hs.111471 


ESTs 


4.4 


122802 


AA460530 


Hs.255579 


ESTs 


4.4 


116416 


AA609219 


Hs.39g82 


ESTs 


4.3 


115094 


AA255921 


Hsi8095 


ESTs 


4.2 


126802 


AA947601 


Hs.97056 


ESTs 


4.2 


126892 


AI160190 


HSJ6127 


hect (homolog{Hts to the E&AP (UBE3A} carboxy 


4.2 


105516 


AA257971 


Hs^l214 


ESTs 


4.1 


131985 


AA434329 


HS365S3 


. ESTs 


4.1 
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114965 AA250737 Hs.72472 ESTs 

120821 AA3474t9 Hs.96a70 Homo sapiens mRNAbdt length insert cONA do 

134621 L02547 Hs.172865 deavaga stinuitathm factor; 3* pr&^ subu 

134161 U97188 Hs.73440 tGf4l mRNA^xnding prot^ 3 

TABLE BB: 

Pkey: Unique Eos prot)eset{dentifi8rnu)Tib8r 
CATnunte Gene duster number 
Accession: Genbank accession numbers 



4.0 
4.0 
4.0 
4.0 



Pkey CAT Hmbet Accession 

101249 2520 1 L18964 NM_002740 L33881 AADg5249 BE080871 AWS05320 M85571 AA179776 AA160650 AW1 1 7327 BE467131 AW088338 AW937631 
AW08751 4 AI480090 AI873147 T57875 AI217404 AA827196 AI279471 AA969093 AA815168 AA988896 AI754623 T28044 AW950302 
AW950294 AI032193 A195369S AIS305B3 AA082633 BE541 355 AA180493 AW01 5748 AA255551 

100661 231B2_1 BE623001 L05096 AA383604 AW96S416 N532g5 AA460213 AW571519 AAGQ3655 

116401 95855 1 AW893940 AW978851 AA034240 A1686323 AI767653 AA829515 AA053933AA737691 W92607 AW261869AA835698AA447216 A!623248 

Z21891 AA8357C0 AAS99953 T20152 AA533167 
116416 373389 1 AW753676 R11789 AWQ01886 AA609219 AW780420 A1860557 AI280331 A1334300 AI288870 AAe69343 N29918 BE537790 AA934687 

H7g075 N42g70R63752 

132191 54683 4 AAS07576 A)610269 AI38007g R40309 AI203g32 AI342128 A1342578 R43110 AW583269 AI375234 AI092708 R52802AI028462AI016082 

A1189144 A1016681 W45515 AA551452 AA449431 T10046 AA424059 N62822 AW197701 AA455242 AMie989 AI342433 A1891115 BE302316 
AI743979 AI283341 AW340338 AA774643 AW1 04778 AI078020 N21487 H97562 AA970063 BE327945 F03880 F03885 AA970S99 AI298468 
AI380330 AI247787 AA770467 AI200154 AI0agB63 AI089a90 AI695738 W88524 AI471 010 AA7001 91 AA778937 BE440182 R79225 AA338236 
AA548984 AA907592 N21250AW904735A1909337AA98n72AW959228All49372 N29644 A1039967AA677529AI694^1 Rfl5811 N28672 
AA465598 AA321 185 AW1 30492 AI824479 AI682992 

1 30941 2774 1 NM_000869 D49394 BE252349 AW249320 AW2491 40 AW250535 S8261 2 AJ003079 AJ00520S AW1 78407 AA81 1360 AW976407 AW976408 
AW248303 AA731733 AA804169 AA703169 A1435492 AI0762B8 AA912176 AW248713 AA743457 R08170 C06167 R02351 

115909 47548 1 AW872527 AA453863 AA442475 AFQ85541 AA365801 A1692575 AW131531 AA732993 W95131 AA435666 AA453779 AA365504 AW959717 
AA975337 AA365503 AI532902 AA559686 AA665087 C00396 AA988869 

108778 18565_1 AF133123 NM_01 2086 AA1 28292 S81493 AL137453 BE614053 AA307628 BEQ09521 BE085659 BE0a5542 BE085598 AL120654 R13165 
AAA29306 R13465 R55235 AW994182 W00838 AW994417 AW934404 AW994426 AW994321 AA516147 AA345603 AW953009 BE315104 
AI126B54 AA626457 AA291327 H67983 H66271 H67976 AW270955 AA75B221 AI023487 AI921811 AI953370 AF085850 R70992 N25129 
AW295143 A1433661 AW608351 AA873402AI217453AI953358AA262143AA928495AI475268 All 67211 AW385961 AA259045AI762630 
AA428238 AI001932 AI735550 A1951370 AA766807 S81492 AA918976 A1040957 R70939 AA469065 T70340 AA47761 5 AA478070 AI017743 
AI608833 AI635824 Alie6039 AA741312 AI040184 H676S6 AA258221 AA731316 AI381293 AW298473 R55237 R37375 AI768014 AA128548 
AI206773AI879827R54193 

102136 17647 1 AA300576 U15552 MM.014597 AA22331B AA171606 BE269461 AW578439 AW604388 AW953513 AA772816 AW604383 AW577851 

BE169672 AW1 1 771 1 AW366303 AW366302 AW366308 AW366304 AW365300 AI908432 AW591937 AI358420 AW272622 C75067 AI926471 
AW002266 BE064947 BE064722 T10372 AW838681 AI811 1 19 AW26209B AA588547 AI916666 AI440083 AI07B150 F24260 AA512919 
AI953413 AI064798 AM20425 AAt91324 BE503222 AI532721 AA18Q035 AA558329 W44843 T10S10 W38442 BE542869 AI125024 BE279566 
AW747936 A15B9491 AA559096 AI090265 AA548959 AA223220 AW515936 AW368395 AW358407 BE540776 AI039762 AI584020 AA1 71691 

108857 6t 1 AK001468AA190315AA374980AW961179AA307782AA315295AA347194AW953073AW368190AW368192AA280772A^ 

A1215522 AI216389 NB7835 R12261 R57094 A1660045 AA347193 R1671 2 AW1 19006 N55905 N87758 AW900167 A1341 251 AIB1B674 D20285 
AI475165 AA300756 R40S26 All 22827 AA133250 AI952488 AA970372 AA883845 AW069517 At524385 AA190314 AI673359 AA971 105 
AI351088 AI872789 AI919056 AI611216 AKD01472 BE55B761 AA581004 

102305 18424 1 AIJ0432O2 U332B6 NWL001316 AF053641 AL048759 N99830 AA263091 AW408174 N30467 Ra4306 AA317882 BE613544 AA307378 T10722 
AA207207 AA315560 AAl 13938 AW38631 7 AW386316 L44546 AW386335 AA243317 AA713588 AA192541 AA649035 BE300737 AW752491 
AW902334 AW993922 BE003403 AA251521 AA382754 AA339152 AA382619 H58600 H67810 T70379 T82109 D81644 D60375 H59003 
BE075732 AA471242 H17790 F11801 T84903 R78076 BE614356 R16380 R16395 AA875127 W95535 AA16476B Ai279876 H02U2 C1 B698 
AA355B66 AW954410 A1539769 n9128 AL121 103 AA192466 AA213367 AI963800 BE090601 Z20096 8E5565Q8 AI969470 BE044Q90 T65536 
AA837311 AA075484 AA075621 AA7782g4AA587266 T69722AA4461l8 X85624AI334209 A!587101 AI281280AA568602AA946837 C75603 
AA236997AA459274AI150191 AA165156AI198839AA789258AI139373AA236S74AI127770AA678954 All 40786 AAl 13939 All 87231 
AI754062 AI753243 AA934719 AW439352 H02038 C17453 A1400951 AA227539 N66040 R89384 AAB72568 A13441 10 W95420 AA164700 
C05669 BE094097 AIB26398 H58gS6 T17222 AW1 39044 AI271344 T15445 R42323 C75565 AA155228 AI025443 AA165229 C21496 A1826239 
AI868711 AA582354 AA524392 R01549 R01641 Z21083AA528463 T39127AA389472 F09450 AA084485 BE004378AW974353AA137250 
A1278406 AW609291 AA137249 AM42666 AAfi39l98 AW609271 AW149760 AI0251 12 AA236620 AA937248 U9Q736 AW005487 AW674427 
BE397971 AW609285 T65602 T99684 T97378 AW609356 T85647 AI572235 T99083 AA199583 AW303874 T35523 AA586445 239669 
AA459503 N95643 AW821210 AW813461 AW582064AW609293AW609320AW609270AW582085AW582071 AW609318 AW813451 
AW813456 AW582079 AW609276 AWe09280 AWe09290 AW582101 AW582102 AW609263 AW609317 AW609256 AW609305 AW582063 
F06655 AW605343 AA446426 BE090595 AW989578 n9852 AI082505 N63239 AI973168 AI086182 AA846711 AI874213 AA730505 AI927257 
AA912624 D60376 T1 0180 AA705847A101 8123 AA4931 97 T67083 R77739 AA953087 R008B5 AI370606 R01642 AAB62914 N57843 
AW023353 H77483 H66082 R42337 H58601 T97267 

109648 708849 1 H 1 7800 AI362549AI671 084 T23526 F03426 F04694 F04600 AI635856 Z38715 F02039AW022635 

132528 11027 8 778736 AA284422AA283X6 ' 

101804 26687~1 M86699 NM-003318 AL133475 AA1223n Z21415 RS7092 AA806569 AA81 1904 BE538323 R41 558 AA421620 AI337292 AA470077 

AW795371 AA543024 AI677941 AI472200 AI21 5042 AA732384AA837 143 AA804229AI907533AI742701 AA121159AI973225AI620839 

132572 ' 31281 1 AI929659 AA227B27AF069765AW408768 1^006947 AF077019 AA220974 H07959 C14621 D52294 8E51 2950 BE6141^ 

BE251981 AA355433 AA481 126 AW403053 BE542282 A192981 8 AL120605 AW753079 AW391 834 BE018603 BE395262 W21408 AW663259 
AW975690 W93905 W96519 A1863832 AA4431 77 AA730942 T99558 T86581 Wl 9444 N55583 AI701020 AI928986 AI857B64 AI590849 
AW0818t9 AA714970 AI122630 W04887 AW662427 AA6O2680 W93645 AA582946 AW008812 AA31 1 187 AA463631 A1421918 AI400518 
A1921404 AA143770 AA5B7675 BE302192 AA813080 A1493386 AW327435 AW340871 AI143616 AA587231 AA218961 A1362249 AI37B345 
N74716AW969249AA468581 AA516399AI274726AI131244AI572604AI929236AW327971 R65637 N90309H07877 W95486AI3 58806 
T90801 AI383246 AI740957T86758 AI471248 AIB&4233 AA910590AI079094 AW805781 AA709025 AW1 96707 AW327436AI903790 
A1873956 T99348 AI924643 AWl 03910 A1802993 AI0B0390 T99098 D19794 AW327972 A1935904AI288575 AW380875 AA7797B4 N93574 
AW769295 W32639 AA363094 N89012 W39751 A1291329 A1291371 AA829411 AI9a5219 Ai422775AA918940 AA363108 AA192633 
AF085131 AA373679 AA165043AA355705AI243507AI027796 AA573461 AA757260AI370979 AA574149 AA558276 M70650A1478948 
R35393 AA446435 AA33465g AW879356AA436527 AW972044 W25165AA521219A1094141 AI302096AW578S51 AW578534AW390535 
A1131472 N50381 AA736938 A10891 12 AA863053 A1359793 AA962268 T27353 D82590 AA448297 A12771 68 A1388457 AA872737 AA330346 
AA308346 AA342341 AA355159 T8S701 BE162893 T99703 

131985 113870 1 AA503020 AI858190A1686571 AVV61 5203 AW073686AW172459A1828762 AWl 50534 AI&5g795AA41 1046 AI539^ 

AA434329 AA171844 AI584143 AA953518 AW470108 A1870700 AA70837B AI539658 Ai583712 AAD75579 A18821 37 AA291 512 AA554431 
H5131 5 AA404225 AA075632 AA172293 H5191 1 

132624 42095 1 AA326108 W74020AW6126g8 AI750909AA487800 AJ270695AA044941 H20708AA296750AAD18401 AA378581 AWg64 159 AA01 8887 
R68533 AA525338 AA52&640 H84308 AA278942 AAl 64818 AA&471 10 T82335 N25519 AA021474 N31381 N382g7 AAB38191 AA316932 

158 



wo 02/102235 



PCTAJS02/19297 



AA951206 N4t430 N41439 AW630477 W37595 BE394538 AA365256 ^M7771 N34873 AA988tOS AI242t3a AW148523 A1978761 N50882 
AA527448 AW0B6200 A)750910 N50868 AA709437 N51946 A1222179 AA7328B3 H96742 AW61 5360 N537^ W37490 R87362 AA61 3273 
898999 AI469022 AI368442 A)460122 N20486 N24087 AA164B19 N24e78 AW471270 AW590458 R68240 AAS94434 N20400 AI419626 
_ AW5006&4AI033858AA593215AA50740dAA713508AI422627 K85551 AA923571 082680 AW627455 K96208AA01 6289 AA4S5896 N25691 

5 132632 431^.1 AU076916 BE2981 tO AW239395 AW672700 NM_0O3S75 U1 0860 AW&51755 BE297958 C03806 AI795876 AA644t65 T36030 AW392852 
AA446421 AW8B1866 AI469428 BE5481 03 T96204 R94457 N76225 At564549 AV^'0O49B4 AW780423 AW675446 AW087890 AA971454 
AA305698 AAS7g433 AA535069 At39437t AA92B053 AI378367 (459764 At364000 At431285 T8109Q AW674657 AW674987 AA8g739S 
AW673412 BE063175 AW674408 A120201 1 R00723 Ar753769 AM60161 AW07g585 AW275744 AI873729 025791 BE537646 TB1 139 R00722 
, ^ 102610 933SJ U65011NM.006115AW182053B£383930BE407B39BE409930 6E408826AW370292AA312S59AA136204AW36^ 
1 0 BE622732 AW939295 AA761 195 A[017284 AW375329 AW37S386 AW178384 AW1 76333 AW178424 AW365726 AF025440 AW172852 

AI570998 AW1 17792 AI8e5499 BE465516 BE207427 AW130942 AW513316 AW770892 BE207426 AW173S63 AVV1682g2 AW173565 
AI81 0101 AI744983 AI861974 BE207404 AI7449a2 A1613210 AW591 505 AW169285 AIS21444 A1745044 A1627S04 AI690634 A1289305 
AA861 253 AI612799 BE207425 AI149694 AA9Q2662 AI082468 AI014752 AA613&44 AA725693 AA136089 A1290092 AA565489 AI6890B3 
AI859014 AW051225 AA665758 AA496991 AA564738T 19428 AI567170 AW156726 AW084200 AW188723 AA617626 AI918664 AW3B1473 
1 S AW3ai543 AA598817 AWD88942 AW050423 A1382502 A1880308 A)887500 6E327836 D20455 BE410282 BE254766 8E25B014 AA357423 

BE618208 AA489577 AW1 82114 6E379147 
102627 25245.1 AL021918 AA160639 U66561 AA321623 U52098 AL119453 AA455712 N80080 N46550 W07223 N75923 W05057 AI81 1577 AA455657 

AI275409 AI139121 A1927568 AI9Z7562 AI13947t AA160473 N78795 AI719983 AI718g2a AA7230g7 AI335776 N3gi40 N59ta4 At587600 
A186481 2 AA732097 N74667 AA832398 H89600 01 9825 AI554833 
20 132725 29101.1 NH.006276 NM_006276 L41887 L22253 BE379909 BE567870 BE274265 BE539518 AW239523 AW239271 AI093618 BE504485 AA580279 
AM944ai BE44Q161 AW78042a BE543960 055966 AAa5239g AI630020 W77996 AA278193 R10505 Ai963201 AI739336 BE174301 
AA662222 AA664912 AA244152 AW61 1553 BE503285 AA21 1 023 AA383016 A1698174 AW195381 AA948229 Ar7684g5 A)690437 N30025 
At71 8952 A)953572 BE464509 AA77731 5 At33722t AW070910 AI953848 AW674561 H54177 AW51 D89Q AW078699 AI436178 AA630759 
. _ BE502074 AA278769 AI499038 AW469072 AA77B071 AW236753 AI933033 AI690458 A1276691 AW768235 A)g521 18 AA425156 AA610579 

25 W73953 AA244153 W86034 AI948872Aig52678AW087611 At333S91 AI86S883A]926911 W48865 AL048024AA214485AI972S22AI151388 

W48738 AA21 4467 AA334640 A167ei70 AA927525 AA581588 W96263 AA365470 AI471919 AW61148B AA21 1634 A1365198 AJe98365 
AW002238 AAS07624 W96150 AA44649Q AU)48025 AAB52400 AA362221 AI338376 R35083 AA290812 R10397 AA975988 AW235462 Z43032 
H16969 F13487 019858 AA452207 BE085942 AA34439B AW949533 AA279472 AW902406 AW070440 BE395195 H00835 AA300750 
AA723303 AM20591 AA385025 AA420542 R69155 AA420592 AA281 747 NB8502 AI458206 AI700996 AW418607 AW341 202 AI825692 
30 VV00640AA214405AA044744A1950617BE467493AW474113AA446310BE328705AI911573AVV243968AI628622 

A!140387Am51959AW299438Al127170AVV769164AI422435AI307116BE5495l9Al3711l6AA28l748AA70l073M^^ 
N5034SAW338776BE326601AI142892AW470687AI9B9568AA911241AVW94822A1174414AA804366AI004725AW^ 
AI270102 AI351 542 AW768904 AA765954 AI961708 AI149231 AA995907 A1094280 AI185753 HOI 219 AW768846 AA747500 AA970106 
^ ^ A1601 238 AA513452 AW612802 BE075163 R39171 AI555328 A1375559 F10356 AA284625 BE241509 AI702889 AW193010 AA643847 

3 5 AW4391 50 AA721407 AASt0333 AA706384 At049887 BE569015 BE6222B0 BE5666t8 AW957342 R692e9 

1 1 1234 8371 1.2 AAg02656 A1185915 R43705 H15150 809794 AA832464 AI697438 At354538 AI43&354 AA948272 AA926143 A10gi263 R4165B Al3525e0 
AI122948 AA946670 AI340088 AI275007 N70255 AA721 176 AI934162 AA82709B AA935934 AAB27088 AI081207 AA992399 AW1 30757 
A1805667 AA035556 A1379266 AI093901 A1095234 AA909079 AA516079 AI572357 AA205369 A1432383 AA905290 AW528920 AWt82995 
^ ^ AI2660B4 N4987g AW024457 AI246246 AI934031 AI369270 AIQ03836 AA010063 AA494351 AI284151 A)919536 N34884 N69287 AW51C465 

40 AI358609 AW081421 AA706205 AI08531 7 Al 140633 AI347104 AA602547 AI68S707 AA872686 AA694028 AI0g4546 Z40B32 AI382&38 

AA610132 AA501433 H84120 All 40722 AW674a39 BE503822 AW663895 BE327472 AW393494 AI340087 W04189 AW3934g9 H56508 
BE08987B BE301950 AI025475 AA724446 BE275324 H15210 AW957657 
134161 16074 J AA634543 AI682259 AF117108 BE396917 NM.006547 U97188 U7670S BE560799 BE398918 BE269531 BE560268 BE5e0346 AA83604a 

AL023775 BE545535 AA427803 C18804 058801 AA303353 U46218 BE539704 AA187966 AA252545 AA261821 D63197 AIB24109 AI088047 
45 A!424833 AI807368 AI250857 AA741476 AM 46832 AA16961S AI809821 AI274288 AW1 36704 AI206172 AA917039 AA243584 AI80861 1 

AW674709 AA935733 AW450092 AA905172 AA471 196 AA302256 AW673348 A1352044 AW51129S AA247134 W81035 AA722962 AW662471 
R64432 AW04461 6 AI086619 AW628546 AW043682 AA425750 AI743038 AI368723 AA187143 AI376987 AI803976 AI275537 AW471 358 
AW1 04877 AA195454 W81072 AW197351 AA932674 AI393420 AI434998 R63822 AW0e5083 Ai240272 W87006 AA01 1347 H58428 AJ497895 
R23223 

50 132939 11857J AB009284 AF000416AA022636BE082610AW367997AA4gi410AA337477 AA336421 W38526 AA625283AA773685AA490078 T66134 
AAB47838AA022647AW054726AI918001 AA431966AI263596AI804298AW469314 U76189AA779001 AA625945AL042357AI674730 
AA410350 AK001450 AV654353 AA05B443 DB1618 AA853665 W31930 AA334445 AW955767 M47777 AA883784 AA426915 AI652062 
AA329703 A1417923 A1435031 AA708791 AI989636 AI220345 AI239913 A1220102 AI435875 A1076731 AI377049 AI039173 AW972638 N90076 
^ ^ AW253652 BE44C048 BE440013 AA577463 A1038774 AW204992 AA846580 AA501 952 AA342058 AAS08525 D61670 W31725 AI689499 

55 A1955969AA526628AI2B2717T6619B 

1 1 1345 6692,1 AW263155 AA314512 AW4081 52 AA360413 BE206274 AK001 402 AA307665 AW954678 W39078 AW359236 AW3691 15 AW369096 

AW753235 AW369072 AW361194 AW369125 AW364187 H94225T79502 AA131908 BE071359 AW368503 AW801517 AW801322 AI674163 
AA861077 AI738568 A1830199 AW11B577 AI478895 AI6e8497 H92996 AW083479 AWg70625 AW613124 A1632234 A1654210 At696847 
^ _ AI923423 AA131909 AA806630 AA806158 AW592S20 R96509 AA813923 AA502823 AW467889 AA960972 AA994566 AI280346 AA884588 

60 AA653563 AI200023 N89820 AW768792 C00145 R95554 T79416 

104301 145380J AA768491 AA4762S1 AA809748AI 186268 AA621244 AI379029 BE550341 AA651915AI21 6376 AI21 5585 AI471780AA7^^ 
Al 1 51 169 AA759270 AI675769 AI018776 AA757335 AA148511 AI138378 AA504157 AI420617 AVW61 930 AW872797 N5^ 
AlB6a533 AW573108 N64a30 A1693732 AI438159 BE501089 A1435163 AA971485 A1269384 A1935356 A)222050 AW30397e AW573247 
. _ * AIB71 154 T16758 AI765893 AW96901 6 AA744720 8E094085 AA743769 AI476407 AA15661 9 AI768535 R81435 D45332 N75582 N51 177 

65 AW207406 AA425184 R20997 AA504168 Z43298 

134520 13358.3 BE09 1005 BE541 579 AW387738 AW386083 HI 3769 AW377820 AW369180 AW753239 AW672695 BE379572 AW021 732 AW891450 

AW891416 BE0gi356 N50375 BE091354 BE091365 6E091361 6E091363 BE091350 AA353863 AA845510 N21407 AW770981 At361577 
AA526557 AA525443 AWB93622AA630898 A)418983 BE172016 AA550754 AA664574 CI 61 47 AA355902 AWg58586 N51590 020995 
. - 8E5441B6 AI337578 AA0g0549 A1807374 AW450654 BE067578 AA446781 AA447058 T10807 AA4570B2 AI267703 AI880220 BE56697g 

7U AW380506 BE150744 AW380468 AW380546 BE150713 060029 H88099 BE546301 BE150731 AW368467 BE091348 

135242 5782J A1583167 M73812 AW339829 M74093 BE252510 BE25251B 6E536901 040788 W95578 BED18493 6E544205 N83S37 A)671049 AW439693 
AW300785AW374970AA592960AI215885AI2158B4BE302101 All 86210 AW771 831 T54213 AW452924 AAS34019 W95471 AA628312 
AW304866 AA570076 AI559a73 TS4121 

_ . 134621 27351.1 AA0371 45 L02547 NM.001324 AW41 1516 AA31471 1 AA143605 BE394455 AA325731 AA093227 AA0833O7 6E299436 B£^69 AA370886 

75 AA33a272 AA166862 BE304837 BE298306 R60507 AW238966 N72750 AW505406 AWg941 53 AA309742 AA309929 BE090721 AW904189 

AWg0421 4 AA363564 R94127 AA352101 R28249 AA206337 AW577208 AA385473 AA355483 AA400G96 AA075587 W7281 5 AA554033 
AA075530 AA620555 AA554034 T27804 AW950014 At570740 AI26853a AA704423 AW41 1517 AI27B646 AW339924 A)66d91 7 AI796034 
AA994601 R94082 AW027137 AA400652 AW299746 W72816 AA985494 AA146582 AW087489 AA992763 AW516454 AAg92759 AW270444 

. . AA2271 88 AI208929 AA1 67720 AI0S2527 AAS65660 AA56936B AI888464 AI670003 AA827620 AA507543 AI888385 R88418 AW9S9083 

OU * A1341077AI82S719BE552285AA738076AWOa5903 R28242 

126802 116467.4 AVV805510AVV805503AW805500AVV805819AW517040AW473670AW516701 T30141 AA89449^ 

AW102g75 AI801727 AW197918 T24048 AA947601 AW900958 
126892 38252.1 AF121856 6E242&57 083194 AA226732 AI160igo AA348725 AI07^58 AW513369 W39443 AW408479 W06854 AA034683 AI9850g5 
AA31 6647 H96313 N78438 R81582 H95034 R79674 AA488552 W25292 W316g7 W19918 T30640 R08686 878637 AA1 65100 Z41909 

159 



wo 02/102235 



PCTAJS02/19297 



• AA165080 R34212 AA150886 T82168 N77082 W55884 Rt9848 M888217 AA314539 AW750233 N62714 R58039 AA84S453 N63258 W03474 
N41923 AI264123 AI808S33 AA824288 AW198143 N99916 AA902465 AA775397 AA772387 AI567675 AA227473 A)082614 R58334 N7Ba78 
R34329 AW438902 AA1S468S AA5a790 AIS90102 AABe3422 8E00262S AA934039 AI238102 W15351 K93997 AA72532a€E1B0993 W05350 
AI510771 W06941 AA488414 R79863 N912S4 R76884 AA312948 T71267 AW959659 AI085695 N90421 AI27809S AA164538 AI300271 
5 AA854381 RBt331 AAnKW49 H05U4 AW5t8427 AA876634 AAt50778 (i32393 H78585 185364 BEOQ2808 AW653198 ^0337 8E252097 

T71401 H08438N40268 N31015R77046 T99588 T8S462 W252S8T59815H09416 T85403VV32150 N7910 
105298 8689 1 BE387790BE276849BE248825BE246900AA380487AA3329S5AW408727AK000294AI536887AW1 97272 AW590657AW594TO 

Ai751632 AA580098 AA313261 AA300475 AA1 33237 AA233499 BE242126 BE242597 BE242254 AA314374 AW951210 AW939345 AA173535 
AA305779 R99373 AA128304 AA447246 AA476365 T34973 BE254878 N25149 Z24939 BE2B3038 AA1 28317 Z46032 H23504 AW378551 
1 0 AA088533 AA442625 H15235 H79172 AA344897 AA344742 ALO40280 BE17325S BE1731 29 T59749 AA08841 0 BE24231 1 AA173S76 

AA455337 AA1 29715 AA582953 AW61 2637 AA91703S AW340019 AW006315 AW593024 H05915 AW294592 AI146B14 AW195659 AW44(J271 
AI209090 AI288689 H98630 HI 5174 AI214454 Al56947t AA08a08 AW188361 AI751631 AW440477 AW300860 AA516088 AI365108 
AI305805 AI264084 AI246276 AA44261 1 AAB07059 AA2334S9 AA875987 A1374653 AA972665 AA94751 5 AA436867 AI216423 AI657181 
A1680306 AA436854 AI537153 AA883723 228659 AA705973 240741 AA4638B4 AI216025 AI564986 AA476316 AM32566 A1571662 AA447126 
1 5 AW293G7S AIG75617 AWQQ9004 H23498 

120438 166102.1 AW01 5242 AA831493A!292346A!076966AI191 561 AA243441 A1183309 AA252613AI038422 AI306531 AW051480A1348505 AA195119 
AI8171 19 AI091898 AA738440 AA195013 AA976687 AA459659 AJ245250 SE219252 AI703457 AA243291 AA243401 AA389100 AA931640 
AA459782 

105518 9334 1 AK001269AL354613AA147472AM90803BE207628AWai6113AAD85574AW503392AA299910AW750305BE079539BE07^ 
20 BE512838AK001593AVV958772AW967440AW206280AA251270A1627886AA303599AA1474738E206616AM90611A^^ 

AW590a56 AW590447 AI86451 2 AA204731 AA894490 BE001 136 AA612785 AA237035 AA149960 Z44257 R1 2986 AA448446 Ai734041 
AA422167BE220551 R66a41 R32927 R32942AA258773AW386142 R53730 N54624AW880296AA2S3485AW954441 H98989AW614348 
AI654838 AA779793 AW23721 3 N66635 AIie6812 AA947479 BE1 5801 1 AIB59480 AW805579 N5201 0 AA8Q6305 AIS28445 AW270990 
AA778165 AA149949 A1650728 AA749108 AA687257 A1281661 AA747442 AA481351 AA206339 AA903407 AW473306 AI688930 AA262281 

2 5 AA44831 0 AA748820 A1347430 BE465692 R32839 AW510564 AA436408 AA257971 AA253362 AA938330 AA513150 AA976840 AA6871 17 

AI281547 AA046243 R32825 AI631554 AW139818 AI244536 R52946 AW235443 R40183 AA299909 AA81 1958 AI302918 Z40213 BE15B047 
BE1 58060 AA767245 AW748159 AW500735 AA094074 
129097 25953 1 BE243933 AA355449 T29766 F08396 N83324 NM_C05963 S50223 AI207648 AA258092 AA1 13952 AI31 1718 All 28612 AW607449 M77172 
At951311 X52346 AA903307 AI569810 N55421 W77876 R37223 R83788 AA031666 H47092 AA133451 AA311095 AA906963 H87667 N56058 

3 0 AA393593 W24864 H10710 F06925 F07239 AW3861 40 AA32501 8 AA235950 AW373175 N571 58 AA25B093 N39467 R21609 8E089979 

R34173AW889005AA745644A1693852AM24914AA744771VV72632AI291213AA524318AI472134AI911230AAK 
AA775720 A1671 134 AA975044 AW2981 17 AA321015 N262B8 AW9521 94 AI743379 AI204233 AI801025 AA830890 AI146980 AW10461 1 
AI338576 R21507 AI367623 BE244484 AI269308 AA031 667 AI884346 AA731989 AA988943 AA235951 AA807887 AA642645 AI246489 
' N29739 AI216718AI383349AlO38618Ai351476AA806031 W9U178H10711 A1095573 H89220 AW470854 AA729015R83353AA782239 
3 5 R34295 H871 55 AW4ig059 AI653889 Z40349 H891 14 AW074506 AA397785 AA888377 AI91 1228 F03133 AI468783 AA70261 5 A1830829 

AA748323 R37224 AA424915 AA731647 H47183 
120619 169895 1 AVV965339 AU)45632AA333229A1806195AA284372AA206108AA682533AW449514AA804785 AI215473 AI357263AI651^ 
129229 20927 T AF013758 NkL005451 AI538709 AA209236 AA300293 AA367274 AA126598 AA324825 AW955225 F1 1436 AW374740 AW374714 AW374774 
AW751514 W74780 AI909015 AW997079 AW997067 AW379344 AW363397 W38589 AA043823 BE169280 A1909016 AW994851 AI740638 
40 AW148560AW358339AI858333AA314718AW954872AW468734AI681980AW519045AW055171AA579286AW069164AW61M^ 
AA345052 AI446735 AI142108 AA662683 AW002813 A1418280 AW613203 A1613333 AI354480AI 929755 AI146977 W74674 AW799610 
AI79a529 AI589422 AA043957 AI223043 AA157016 AI446759 D56729 AI587471 F30716 AA812125 AI537301 AA653347 D1 1966 AI434383 
AA598533 A1287254 AW139140 AW051033 AA60191 1 AI702506 AA737460 T30221 AI129081 N9021 3 AA805225 AI798518 BE001 071 T1 0841 
W20199 AW664594 AW195657 D60123 D61496 AW468018 AI720097 N90553 AA829375 AW513266 H92758 AA585324 C14767 A1922391 
45 D60124D60666AW071558BE044120AA72B821AA211941 

120821 19274 2 Y19062 NM.01 4393 AW296 801 AK001576 AL079288 W16667 Z45664 AI768561 AL079286 Rl 2736 AW0801 47 AWl 36530 Al 202958 
AW241579 R21013 AA347419 AI929333 AW196689 AI040867 F13437 AA918240 A1869798 AI365176 AW440030 AW440072 N80892 
AW242030 244807 R12417AA436784 AA442041 AA046503AL157526AI929265AA055542AA045462AA683542 N51 374 AWl 93508 
AIB73524AW473161 AW004719AI810504 AI581 093 AA493977 240600 F04553 R46130F09321 

AA789081 AW408328 NWL006530 U61384 AA449641 AW138216 AA448S98 AJ24S745 AI365301 N44728 AA255743 AA360783 BE550380 
AW593925 AI962309 AA322097 AW964625 AI695988 AW672B27 BE543256 AK001 41 3 AW603395 AA651 700 AA449053 AA465540 
AW0831 85 T621 28 Z78373 AW673713 AW468061 BE3S07S5 AW673958 AW675504 AA995709 AV\ffi74841 AA835883 AI248439 AA548364 
T62072 M331 93 AAB14046 AI376210 AI340020 AA449766 AA703407 AA427613 A1470108 AI298757 AA507602 A1658941 AA449478 
AAS33165 AA449741 AA831821 AA903673AA682588 AW673075 
190995 1 AA255920AI817197AA255921AI612925AW874669AA493440 

1726 r X51630M80232 X61631 S75264AA172249AA134066AA130278AA130187AA13O291 AA031554AI246677 221455 AI745434AW273544 
AW08B613 AW471307 AI745483 AI399854 A1683952 AA031 555 AA298075 AI935945 T29809 AA172099 AA3561 20 
121779 287665 1 AW513143AA422036 Af821669AW514232AA477828AW772009AW439799 AW089884 

106738 174703"l AW149266 R49246 AW237401 AA9381 13 AW655871 AI969698 At950812 AW874276 Ai571939 AA741222 AI869822 AW1O4061 Ai569994 
60 " AW972559AA506012 AI553704AA470145AI332421 AA218990AW131361 AI709076 AW392488 AW392477 Al 970981 AW392476 D61949 

H44981 BE172698 

123005 75629 1 AW369771 AW481 74 AA290801AA41 9198 AA044331AA1 27909 AW995442AI480343AA044582AW956 159 AA373451^ 

AL134913 AW994956 BE622314 BE006298 BE006312 BE006305 BE006317 BE0063O3 AA043908 AA234175 AA479726 
108055 100690 1 AJ404672 AJ289819 AW976000 AA043561 AW4508e5 AW452879 AA043562 AA788832 AI564338 AI564330 AI368875 AA643607 AA994375 
65 AA810342AI367704 

1 15291 22325 1 BE545072 AI540751 AA301 103 AI916675 N&5422 8E563965 AA327978 AI816094 AK001515 BE501319 AA279943 8E138895 AA343765 
AVW63051AVV082308AI823992AI653752AI589007AI816135A1566535BE501307AVW72765AW242239AA766315W 
AI3544d3 A!476548 AI038579 AA973322 AAd92180 AW472921 B£5047eg AI392988 AA506076 AA769228 AI370562 AL137710 BE005656 
AW965920 
24827.-4 R40873 

61 1 AKD01468 AA190315 AA374980 AW961 179 AA307782 AA315295 AA347194 AW953073 AW368190 AW3681 92 AA280772 AA251247 N85676 

Ai215522 A1216389 N87835 R12251 R57094 AI560045 AA347193 R16712 AW119008 N55905 N87768 AW900167 AI341261 AI81B574 020285 
AI4751 65 AA300755 R4Q626 Al 122827 AA1 33250 AI952488 AA970372 AA889845 AVV069517 AI524385 AA190314 Al 
AI351088AI872789AI919056 AI611216AK001472 BE568761 AA581004 
153955 1 AI733881 AA165164 AI825437 AI9n791 AA165165 BE219575 AI732586 AI821S71 AA250737 AWl 35875 AI9B4273 AI249271 
8262_r AW207469 AL079814 AA354351 AF020043 AW^I 396 BE550484 NM.005445 BE04e917 AW594249 AI651 554 AI63151 5 AWni344 
A1989758 AI659982 AA247175 AI244576 D44780 AV\^3978 AI638479 AI373676 AW0a9547 All 21432 AA554698 AI016991 AI087260 
AW449939 AF067163 W40482AW316558AI537184AW381979 W40150AI810552 AA573151 AI630288AI675561 AI674420AW840733 
AW022653 AA1 14219 AJ005015 AL046S87 AA878141 AW271896 AW085287 AA1 50465 BE536295 AA46341 2 BE093222 AA213739 
AA485586 AI825913 AA706307 AI337348 R31 995 AI819641 R32095 AW975653 AA742375 AA142957 AI808214 AW468303 At205987 
AI206347 AI769095 BE501640 AA1 13866 AI093931 AI752855 AA612743 AM63411 AA279157 A1123791 AA213570 AI207305 AW627814 
R31945R32D40 

116238 10772 1 A\™717NM_015437AL0S0285R95774AI867094AA443833AI367670AA509046AI440298AK13139A1291826A^ 

Ai824715 AW079750 AA479362 AW150151 AI952267 AAai4094 AI168431 AI556595 AI521422 AI920793 AW051 241 N70051 AI689429 
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AI783813 Ai769315 Ar743691 AI915645 AA479473 C21435 N50944 N50902 AW978102 H23837 BE08753B AA316516 
122802 287933.1 AI687303 AW571681 AI5S4465 AI684252 AI581056 AA604098 A1628160 AI859843 AA424021 AA460530 BE042778 AW273200 AW273223 
AW167288 AW083347 AI654306 AW517496 AW104708 AW273214 BE139512 AW183487 AW130822 AW167419 A1289485 AW150010 
H88004AI743745AW088710 

1 23494 21 202.1 AW179019 AW17901 1 AF135160 t(M.O14O50 AK)78860 BE018005 AKD00285 AF1 51038 BE2451 56 AW179007 AA3451 14 BE619758 

BE619209 W25509AA314339 AA336674 AA337956 AW954843 AW390412 N46796 AA316235 AA314288 R15886 BE535533 K57134 N46483 
AW368462 AA923517 AA665223 AI418513 AA837523 AI359320 AI309273 AI522278 N40939 AA904977 AA938272 N30240 AA8a7965 
AI671972 A1028109 AA034652 AA883262 AA887781 AI744447 AW592944 AI077790 AW860883 AW148667 N89S61 AAS57195 All 91624 
A)433168 AI71 9760 AA453089 AA630656 AA30D976 AA639620 AW675033 AA284393 AW886g87 A1476335 A)33:939 eE301513 AA4S2920 
AW6743a2 AI925483 AW170412 AI6S871 7 AI375385 6E22053S AI688151 Ami4809 AW062346 AA599786 BE350848 At560848 AI023075 
AA864875 AA166871 AIB07947 AW514579 AI978602 A1860340 AA830886 A1374788 AI283592 AA683152 AA74315g A079932 AI432056 
AI128904 AW150433 N38909 

116296 11967.2 AW1 49502 Z43342AW002826AUM93B2AA442545AW971 471 BE220243AW966352AA043607AW2S9245AA659892AI038768 H26330 
BE463534 A1628252 AAB36139 Al2772gi AA489033 AA741239 A1209064 AI300253 A1275761 Z39417 C01B35 



Table 9AiIsts about 382 genes UfKegulatsd in ovarian cancer compared These were selecMta 35403 probesetsoii the A!fyrnetrix/Eos-Hu01 GeneChip 

array such that the ratio of 'average' ovarian cancer to "averaga' normal adult ovanes was greater than or equal to 10. The 'average' ovarian cancer tevel was set to the 2nd 
h^hest amongst various ovarian cancers. The 'average' norma! adult ovaries level was set to Ihe arithmetic mean amongst various non-maGgnant ovaries. In order to remove 
gene-specific t>ackground levels of norvspedfic hybric&atlon. the.lSth percentite value amongst the non-maQgnant tissues (see Table 7A| was subtracted from both the 
numerator and the denominator before the ratio was evaluated. 

TABLE 9A: 382 UP-REGULATED GENES, OVARIAN CANCER VERSUS NORMAL OVARY 

Pkey: Primekey 

ExAccn: Exemplar Accession 

UGID: UnlGenelD 

Title: UnlGene title 

ratio: ratio tumor vs. normal tissues 



Rcey 


Ex. Accn 


UG ID 


Title 




134464 


L33930 




f^TViA anllnnn remsfl roll hirwi rarWnnmn f*liiel 


86.2 


102927 


XI 2876 


ns.utf 1 1*1 




84.7 






Ue CQTCI 


CO IS 


75 1 


123169 




no. iv^i c 




66.8 


1 )00f*f 




Ue 7 icon 


CO IS 


65.4 


1ft91Qt 


UZUf 30 


ns.oij 


ssuaieu pnospnopiuiain i ^osicuponun, uone 


63.1 


1UI0J9 






mAmlv4fiA ^^TT^nArtAnl" ^limrftftenm^l A* frtiffa^A 

meiiiDrano componeni, cnrumOisoiTiai h, sunacs ina 


30.0 


11 

1 lOccI 






CO IS 


3u. 1 


lUoUos 


AAU4J344 


Ue CMC! 


CCTe 

CO IS 


9Z.J 


l£lOO0 


PMiOOOl 


Ue oncno 


CCTe 
CO IS 


If .0 






Ue 7J41f: 


QesmopiclKin yJrX, Un); 


'\f.\J 






Ue 7C7f;0 


cyloctvome c ondase sutmnit Vllb 




100147 


U 1 JDOO 


Ue 1 VLIdA 


/tetonhlaef cncw^lfi^ far (nr 9 /fgcHflin LHIr 

osiouuiosi spBunc icciur « ^idsciuiii hi a 


45.5 


102979 


X17042 


Hs.1908 


proteoglycan 1; secrstory granule 


44.6 


130967 


AA134138 


HS.182S79 


Homo sapiens leucine sminopeptidase mRNA; com 


44.5 


102009 


U02680 


Hs.82643 


protein tyrosine kinase 9 


40.4 


126960 


AA317900 


Hs.161756 


ESTs 


39.6 


103111 


X63187 


Hs^719 


epididymis-specific; whey-addic protein type 


39.1 


133829 


AA453783 


Hs.76550 


Homo sapiens mRNA; cDNA DKFZp564B1264 (irom c 


39.0 


111223 


N66921 


Hs.34806 


ESTs; Weakly sImQar to neogenln [Ksa^Iensl 


38.9 


102803 


U89916 


Hs.26126 


daudin 10 


38.8 


104943 


AA065217 


Hs.159674 


ESTs 


38.7 


106605 


AA457718 


Ks.21103 


Homo sapiens mRNA; cDNA DKFZp5648076 (from cl 


38.4 


120655 


AA287347 


Hs.238205 


ESTs 


38.1 


102968 


X163g6 


Hs.154672 


methylene tetrahydrotblate dehydrogenase (NAD 


38.3 


104052 


AA3g3164 


Hs.97$44 


mammaglobin 2 


36.0 


109166 


AA179845 


Hs.73625 


RAB6 Interacting; kinesin-tike {rabkinesln6) 


35.9 


101332 


L47276 




Homo sapiens (ceD line HL*€} alpha topolsome 


35.0 


106167 


AA425906 


Hs7956 


ESTs 


34.5 


101042 


j05428 


Hs.10319 


UDP gtycosyitransferase 2 family; pdypepfkJe 


34.3 


125852 


H09290 


Hs.76550 


Homo sapiens mRNA; cONA DKFZp564B1264 (from c 


33.7 


101201 


L22524 


Hs.2256 


matrix metatloprotelnasa 7 (matritystn; uterf 


3Z3 


128410 


R51912 


Hs.12409 


somatostatin 


3Z1 


134326 


U16306 


Hs.81800 


chondroilln sutfate proteoglycan 2 (versican) 


3Z0 


125739 


AA428557 


Hs.92137 


v-myc avian rrryetocytomatosis oncogene h 


31.6 


132254 


L20826 


Hs.430 


plastin 1 (1 isoform) 


31.4 


112610 


R79392 


Hs.23643 


ESTs 


30.9 


101441 


M21005 


Hs.100000 


S100 catdum-binding protein A8 (cdlgranulin 


30.6 


115345 


AA496981 


Hs.199067 


HER3 receptor tyrosine khase (c-ert)B3; ERBB3 


30.1 


108860 


AA133334 


Hs.129911 


ESTs 


29.8 


133859 


U&87B2 


Hs.178761 


26S proteasome-assodated padi homolog 


^2 


107295 


T34527 


Hs.80120 


UDP-N-acetyl-aIpha-0^alactosamine:poIypepf!d 


28.9 


106210 


AA428239 


Hs.10338 


ESTs 


28.9 


134711 


XD4011 


H3.88974 


cytochrome th245; beta polypeptide (chronic g 


28.0 


125769 


A1382g72 


Hs.82128 


5T4 oncofetd trophoblast gtycoprd^ 


27.5 


107222 


D51235 


Hs.e2689 


tumor rejection antigen [gp96) 1 


27.4 


102260 


U2B386 


Hs.159557 


karyopheiin alpha 2 (RAG cohort 1; Importin a 


26.9 


134691 


M59979 


Ks.88474 


proslagtantfin-endopeioxKle synthase 1 (prosta 


26.8 


105588 


AA279215 


Hs.10867 


ESTs 


26.3 


130718 


N70196 


Hs.18376 


ESTs 


26.3 


111185 


N67551 


Hs.12844 


E(y-likfrdom^ muiaple 6 


25.6 


131965 


W90146 


Hs.35962 


ESTs 


25.6 


132903 


AA235404 


Hs.5985 


Homo sapiens done 25186 mRNA sequence 


25.6 


114359 


Z415B9 


Hs.1 53483 


EST&: Moderately skniar to HI chhxkle chann 


25^ 
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101185 


L19872 


Hs.1 70087 


aryl hydrocartxm rec^tor 


25.2 


129742 


000763 


Hs.251531 


proteasome (prosoms: macropain) subunit: alph 


25.1 


116724 


F13665 


Hs.65641 


ESTs 


24.9 


111929 


R40057 


Hs.1 12360 


pfon^n (mouse}-(ikB 1 


24.9 


102915 


X07820 


Hs.2258 


fnatrix metaDoprotsInasa 1 0 (sbomeVsfn 2} 


24.8 


131210 


AA430047 


H3.24248 


ESTs 


24.7 


101714 


M68874 




Human phosphafidylchQGne 2-^cylhydroIase (cP 


24.6 


100154 


D14657 


Hs.81892 


K1AA0101 gens product 


24.6 


134656 


X14787 


Hs,87409 


Ihrombospondin 1 


24,3 


100294 


D49396 


HS.754S4 


anfioxidant protain 1 


a9 


104080 


AA402971 


Hs.57771 


kainkr^ll 


23.7 


107056 


AA600310 


Hs.18720 


progrBmmed cell death 8 (apoptosis-indudng f 


23.7 


115697 


AM1 1502 


Hs.63325 


ESTs; Weakly stmOar to airway trypsb-tike p 


23.7 


130350 


U02020 


HS^138 


pre-B^D colony-enhancing factor 


23.7 


105870 


AA3g9623 


Hs^05 


ESTs 


23.6 


11B528 


N67B8g 


Hs.49397 


ESTs 


23.4 


105309 


AA233790 


Hs.4104 


ESTs; WaaWy sfrnflar to cDNA EST yk386g7.5 co 


23.2 


109680 


F09255 


Hs.4993 


ESTs 


23,2 


131501 


AA121127 


Hs.181307 


H3hi$tone;famity3A 


23.2 


100824 


HG4058-HT4328 


OfK»gene Airt1-Ew-1 , Fuston Activaled 


23.1 


111890 


R38678 


Hs.1 2365 


ESTs 


23.0 


101543 


M31166 

nmj 1 lUU 


Hs.2050 


pentaxin-relalsd gene; rapidly Induced by IL- 


22.8 


102095 


U11313 


HsJ5760 


sterol carrier protain 2 


22.8 


114988 


AA2S10a9 


Ks.94576 


ESTs; Wealdy similar to ptiosducin; retinal [H 


22.8 


120695 


AA29U68 




ESTs 

5-hydroxytryptamIne (serotonin] receptor 3A 


22.8 


130941 


049394 


Hs.2142 


22.8 


106654 


AA460449 


Hs.3784 


ESTs; K^hty similar to phosphoserine aminotr 


22,7 


109141 


AA176428 


HS.1933B0 


ESTs 


22.6 


102345 


U37283 


Hs.58882 


Microfa]f11-associated glyooprotein-2 


22.6 


115652 


AA40509a 


Hs-38178 


ESTs 


22.4 


100103 


ARX)7875 


HS.50B5 


donchyt-phQSphatB mannosyttransfarase polype 


2Z.Z 


105463 


AA253370 


Hs.32646 


ESTs 


722 


132624 


AA1648ig 


Hs.53631 


ESTs 


212 


119743 


W70242 


Hs.58086 


ESTs 


22.0 


132528 


AA283006 


Hs.50758 


chromosome-assoctated pdypeptida C 


22.0 


107174 


AA621714 


Hs.25338 


ESTs 


21.8 


134495 


053477 


Hs.84087 


K1AA0143 protein 


21.8 


131985 


AA434329 


HS.36S63 


ESTs 


21.5 


105832 


AA398346 


Hs.21898 


ESTs 


21.2 


126160 


N90960 


Hs.247277 


ESTs; Weakly similar to transformation-felate 


21.2 


114846 


AA234929 


Hs.44343 


ESTs 


20.9 


109703 


F09684 


Hs.24792 


ESTs: Weakly similar to ORF YOR283w (S.cerevi 


20.9 


135154 


AA126433 


Hs.1 73242 


S0Ttir>g nexln 4 


20.8 


131185 


M25753 


Hs.23960 


cycDnSI 


20.7 


105616 


AA280670 


Hs.24958 


ESTs 


20.5 


131148 


C00038 


Hs.23579 


ESTs 


20.2 


129337 


R63542 


Hs.1 10488 


KtAA0990 protein 


20.2 


133640 


D83004 


Hs.75355 


ublquitln-conjugalino enzyme E2N (tiomologous 


20.1 


127479 


AA513722 


Hs.179729 


collagen; type X; alpha 1 (Schmid metaphyseal 


19.9 


133711 


J04130 


Hs.75703 


small inducible cytokine A4 (honuslogous to mo 


19.8 


131618 


Z39297 


Hs.3281 


neinundt pentraxin 1) 


19.7 


125303 


Z39821 


Hs.107295 


ESTs 


19.6 


109112 


AA169379 


Hs.72865 


ESTs 


19.5 


105376 


AA235559 


Hs.8768 


ESTs; Weakly similar to llll ALU SUBFAMILY SQ 


19.2 


103805 


Z35402 


Hs.194657 


cadherin 1; E-cadherin (epithelial) 


19.1 


100661 


HG28744fT3018 


Ribosomal Proton 139 Homotog 


19.1 


129571 


X51&30 


Hs.1 145 


Wilms tumor 1 


19.0 


115239 


AA278850 


Hs.73291 


ESTs; Weakly similar to sirralar to the beta I 


18.9 


131562 


U90551 


H3.28777 


H2A histone family; member L 


18.9 


131272 


AA423884 


Hs.13g033 


patemaOy expressed gene 3 


18.9 


130343 


AM90262 


Hs.15485 


ESTs; WeaMy simDar to APICAL-UKE PROTEIN ( 


18.8 


103245 


X76646 


Hs.28988 


gtutaredoxin (Ihldtransferase) 


ia7 


101809 


M86&49 




Homo sapiens connexin 26 (GJB2) mRNA. oom^det 


■18.6 


105344 


AA235303 


Hs.8645 


ESTs 


18.4 


135225 


AA455988 


Hs.9567 


butyrobetaine (gamma); 2-oxogtutarato dioxyge 


18.4 


116786 


H25836 


Hs.83429 


tumor necrosis factor (^and) superfamily; m 


18.3 


131510 


AA207114 


Hs^7842 


ESTs; Wesddy sirriar to similar to 1-acyl-gty 


18.2 


124059 


F13673 


HS.9S769 


ESTs 


18.0 


103352 


X89398 


Hs.78853 


uradl-ONAglycosylase 


17.9 


132742 


AA490862 


Hs.55901 


ESTs; Weakly simBar to C43H8.1 {Celegans] 


175 


135242 


M74093 


Hs.9700 


cycfinEI 


17.9 


123494 


AA5997e6 


H3.112110 


ESTs 


17.8 


129168 


T90621 


Hs.109052 


chromosome 14 open reading frame 2 


17.7 


128517 


AA280617 


Hs.100861 


ESTs; Weakly simEar to p60 katanin [H.saplen 


17.6 


130160 


Z39228 


Hs.151344 


UDP-GalietaQcfJAc beta 1;^alactDsyttransfo 


17.6 


103448 


X99133 


Hs.204238 


BpocaiEln 2 (oncogene 24p3) 


17.5 


119708 


W67810 


Hs.57904 


magtHiashi (Orosophita) homotog; protiferatio 


17.5 


122946 


AA477445 


Hs.105341 


ESTs 


17.5 


125819 


AA044840 


HS551871 


CTP synthase 


17.5 


131689 


AA599653 


Hs.30696 


tFanscrip6on factor-like 5 (baste helbc-toop 


17.5 


115061 


AA253217 


Hs.41271 


ESTs 


17.3 


113702 


T97307 


Hs.161720 


ESTs; Moderately simiar to !Ifl ALU SUBFAMIL 


17.3 


115291 


AA279S43 


Hs.122579 


ESTs 


17J 


102567 


U5g883 


Hs.146847 


.TRAP family member-assodaled NFKB actlvalor 


17.2 
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129223 


AA211941 


Hs.109643 


pofyadenytatebMiQ proteIrv4nter^^ pro 


17.2 


129351 


AA167268 


Ks.62349 


Hisnan ras hhibilor mRNA; 3* end 


17.2 


110769 


N22222 




yw34i)06.8l Morton Fetd Cochlea Homo sapiens 


17.1 


1131B2 


T55234 


H&.S676 


Human ONA sequence fram done 30M3 on chromos 


17.0 


115892 


M435946 


Hs^l 


ESTs 


17.0 


123114 


AA48&407 


Hs.105235 


ESTs: Moderately similar to K1AA0454 ptotein 


17.0 


123442 


AA5988a3 


Hs.1 11436 


ESTs 


17.0 


123339 


AA504253 


H5.101515 


ESTs 


16,9 


1236B9 


AA509SS6 


HS.256S62 


ESTs 


16.9 


131941 


D62657 


Hs35088 


ut^iiilitn-speclftc protease 1 


16.8 


120649 


AA287115 


Hs.99697 


ESTs 


16.8 


102139 


U15932 


Hs^128 


dual spedltcity phosphalase 5 


16.8 


115522 


AA331393 


Hs.47378 


ESTs 


16.7 


135243 


AA215333 


Hs.97101 


putative G proteliH^oupled receptor 


16.6 


131257 


AA256042 


Hs^4308 


ESTs 


16.5 


109508 


AA233892 


Hs^902 


ESTs; WeaWy slmflar to lUl ALU SUBFAMILY SX 


16.3 


132701 


AA279359 


Hs.55220 


BCL2-8Ssoci3ted a&ianogene 2 


16.3 


134449 


134155 


Hs.83450 


laminin: alpha 3 (ntcetn (150kD); IcaTtnln (16 


16.3 


126180 


R18070 


Hs.3712 


ut)lqutnot-cytochrome c reductase; Rieske iron 


16,3 


106124 


AA423987 


Hs.7567 


ESTs 


16.2 


115363 


AA282071 


Hs.152759 


activator of S phase icinase 


16.2 


117568 


N34895 


Hs.44648 


ESTs 


16.1 


131245 


AA620599 


Hs.24766 


DKFZP554E1962 protein 


16,1 


101674 


M61916 


Hs.82124 


tamintn; tieta 1 


16.0 


126819 


AA305536 


Hs.161489 


ESTs 

laminin; alpha 4 


16.0 


134039 


S78559 


Hs.78672 


16.0 


130648 


AAD75427 


Hs.17296 


ESTs; WeaMy simitar to ^irediction 


15,9 


102823 


U90914 


Hs.5057 


cartjcucypeplidase D 


15.8 


128470 


AA447504 


Hs.100261 


Homo sapiens mRNA; cDMA DKFZp5648222 (from c) 


1S.8 


115844 


AM30124 


Hs.234607 


ESTs 


15.7 


132543 


AA417152 


Hs.5101 


protein regulator of cytokinesis 1 


15.7 


130155 


L33404 


Hs.151254 


kallikreln 7 (chymotrypQc; stratum comeum) 


15,7 


101008 


J041&2 


Hs.763 


Fc fragment of IgG; tow affinity Ilia; recepl 


15.7 


120472 


AA251875 


Hs.104472 


ESTs; Weakly simitar to Gag-Pol polypnoteln [ 


15,6 


116844 


K64936 


Hs.38331 


ESTs 


15.6 


106753 


AA476944 


Hs.7331 


ESTs 


15.6 


114767 


AA148&85 


Hs.t54443 


mintchromosome matntanance deficient (S. cere 


15.5 


114768 


AA149007 


Hs.182339 


Ets homologous factor 


15,5 


127370 


A1024352 


Hs.70337 


immuncgtobultn superfamity; mamt}er 4 


15,5 


101507 


M27492 


Ks.82112 


interteukin 1 receptor; type 1 


15.4 


102519 


U52989 


Hs.80296 


f^irklnje cell protein 4 


15.4 


102610 


U65011 


Hs.30743 


preferentially expressed antigen in melanoma 


15.4 


111244 


N69556 


Hs.24724 


MFH-amplified sequences with leudne-rfch tan 


15,4 


120404 


AA234921 


Hs.95427 


KIAA1013 protein 


15.3 


130455 


X17059 


Hs-155956 


N-acetyttransferase 1 (arylamlne N-acelyltran 


15.2 


129519 


AA298786 


Hs.1 12242 


ESTs 


15.1 


106553 


AA454967 


Hs.5887 


ESTs; Highly similar to RNA binding motif pro 


15.0 


109502 


AA233837 


H5.44755 


ESTs: Weakly similar to membrane glycoprotein 


14.9 


115967 


AA446887 


Hs.42911 


ESTs 


14.9 


104636 


AA004415 


Hs.106106 


ESTs 


14.9 


134133 


X93920 


H5.160383 


dual specificity phosphatase 6 


14.9 


134444 


X04470 


Hs.251754 


secretory leukocyte protease inhibitor (anS) 


14.8 


132998 


Y00062 


Hs.170121 


protein tyrosine phosphatase; receptor type; 


14.8 


131997 


082399 


Hs.136644 


Homo sapiens done 23714 mRNA sequence 


14.6 


134056 


R27358 


Hs.7866 


ESTs; Weakly similar to Pelte associated prot 


14.6 


101249 


U3881 


Hs.1904 


protein kinase C; iota 


14.5 


105298 


AA233459 


H5.26369 


ESTs 


14.5 


107119 


AA620307 


Hs.27379 


ESTs 


14.5 


115839 


AM29038 


Hs.40541 


ESTs 


14.5 


122802 


AA460530 


Hs.256579 


ESTs 


14,5 


129896 


AAD43021 


HS.1322S 


UOP-Gal:betaGlcNAc beta 1;4- galactosyttransf 


14.3 


130269 


AA284694 


Hs.168352 


nucleoportn-nke protein 1 


14.3 


134374 


D62633 


Hs.6236 


ESTs 


14.3 


106370 


AA443841 


Hs.18676 


sprouty (Drosophila) homolog 2 


14.2 


130919 


AA291710 


Hs.21276 


conagen; type tV; alpha 3 (Goodpasture anlig 


14.1 


132923 


U21S5e 


Hs.6a679 


TATA box binding protein (rBP)-associatod fac 


14.1 


107968 


AA034020 


Hs.6153g 


ESTs 


14.1 


125390 


KgS094 


Hs.75187 


translocase of outer mitochondria] membrane 2 


14.1 


107148 


AA621131 


Hs.5889 


ESTs; Weakly similar to W01A1 1.2 gene product 


14.1 


110788 


N24730 


Hs.1 5420 


ESTs 


14.0 


109481 


AA233342 


Hs.g0680 


ESTs; Weakly suntar to WD40 protein Qao 1 [ 


13.9 


105646 


AA282U7 


Hs^88 


ESTs 


119 


106030 


AA412251 


Hs.12802 


development and differentiation enhancing fac 


13.8 


132618 


AA253330 


Hs^ 


adaptor-related protein complex 1 ; gamma 1 su 


13.7 


133230 


S82240 


Hs.6638 


ras homolog gene famay; member E 


13.7 


124803 


R454e0 


H$.164666 


cycfinK 


13.6 


121381 


AA405747 


Ha.97865 


ESTs; Weakly sbnilar to WASP-famHy protein [ 


13.6 


105200 


AA195399 


Hs.24641 


ESTs 


13.5 


105527 


AA2B124S 


Hs.23317 


ESTs 


13.5 


114986 


AA2S1010 


Hs.87807 


ESTs 


13.5 


118036 


N52a44 


Hs.196008 


ESTs 


13.5 


134672 


M79749 


Hs.87627 


ESTs; Weakly skn&ar to cDNA EST EM8LT00542 


13.5 


110915 


N46252 


Hs.29724 


ESTs 


13.3 


• 117984 


N51919 


Hs.47368 


ESTs 


13.3 
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132550 


AA0^7 


HS.17019S 


bone morphoganetic proteh 7 (osteogenic prot 


13^ 


124315 


894892 


Hs.6g06 


v-ral simian leukemia viral oncogene homotog 




102547 


U57911 


K&46638 


diromosome 11 open reading frame 8 


13^ 


125134 


W19228 


Hs.100748 


ESTs 


13^ 


111B06 


R334ra 


Hs^4651 


ESTs 


111 


1069B3 


AA521195 


Ks.10887 


similar to lysosome-dssociated meml)rane gtyco 


13.0 


106498 


AA4S2141 


Hs.7171 


ESTs 


13X 


110787 


N24716 


Hs.12244 


ESTs; Weakly simnar (o C44B9.1 [Ceiegans] 


13.0 


122860 


AA464414 


Hs.112159 


ESTs 


13.0 


131535 


AA504&42 


Hs.28438 


ESTs; Weaidy similar to coded for by CX elega 


13,0 


116188 


AA464728 


HS.1645S8 


ESTs 


13.0 


107243 


D59469 


Hs.34727 


ESTs 


12^ 


129300 


C20976 


Hs.1 10165 


ESTs; Higiily similar to rfbosomal protein 126 


1Z9 


134487 


R38185 


Hs.83954 


Homo sapiens unltnown mRMA 
aldehyde dehydrogenase 8 


m 


102348 


U37519 


Hs.87539 


12.8 


131839 


H30622 


Hs.33010 


K1AA0633 protein 


12^ 


119620 


W47620 


Hs.56009 


2'-5'oIigoadenylale synthetase 3 


1Z8 


120602 


AA343533 


Hs.128777 


ESTs; WeaMy similar to predicted using Genef 


12.7 


1022SO 


U28014 


Hs.74122 


caspase 4; apoplosis-fetated cysteine proteas 


1Z7 


105539 


AA258873 


Hs.25242 


ESTs 


U7 


114965 


AA250737 


Hs.72472 


ESTs 


12.7 


118001 


N52151 


Hs.47447 


ESTs 


12.7 


100448 


D87459 


Hs.57652 


EGF-iike-domain; mulBpte 2 


12.6 


130920 


D50975 


Hs.75525 


calreticunn 


12.6 


131075 


Y00757 


Hs.2265 


secretory graojite; neuroendocrine protein 1 ( 


12.6 


105496 


AA256323 


HS.2S264 


DKFZP434N126 protein 


1Z5 


109235 


AA193592 


Hs.42300 


ESTs; Weakly similar to !il! ALU SUBFAMILY SQ 


12.5 


118215 


N62195 


Hs.77910 


3^ydroxy-3-methyIgtutaryl-Coenzyme A synthas 


12.5 


134388 


^A1S841 


Hs£2575 


smatt mtctear ribonudeoproteln polypeptide B 


12.5 


106897 


AA4a9790 


Hs.167496 


RAN binding protein 6 


12.4 


133050 


S67325 


Hs.63788 


pFoptonyt Coenzyme A carboxylsse; beta polype 


12.4 


109683 


F09308 


Hs.27607 


ESTs 


12.3 


121463 


AA411746 


Hs.239681 


ESTs; Weakly sImUar to KIAA0554 protein [H Ji 


12.3 


102876 


X03663 


Hs.174142 


colony stimulating factor 1 receptor; fbmierl 


1^2 


101804 


M86699 


Hs.169840 


TTK protein kinase 


12.2 


129017 


H13108 


Hs.1 07968 


ESTs 


1Z1 


105812 


AA394126 


Hs.20814 


ESTs; Highly similar to CGt-27 protein [H.sap 


12.1 


106459 


AA449741 


Ks.4029 


gSoma-amptified sequence^l 


12.0 


107059 


AA608545 


Hs.23044 


RAD51 [S. cerevistae) homolog (E coli RecA ho 


12.0 


107080 


AA609210 


Hs.19221 


ESTs 


12.0 


110799 


N26101 


Hs.7838 


Human ring zinc-finger protein (ZNF127-Xp) ge 


12.0 


112253 


R51818 


Hs.104222 


Homo sapiens mRNA; cDNA 0KFZp566L034 (from d 


12.0 


116760 


H11054 


Hs.155342 


protetn kinase C; delta 


12.0 


1203U 


AA194166 


Hs.221040 


IOAA1038 protein 


12.0 


123005 


AM79726 


Hs.105577 


ESTs 


IZO 


132572 


AA448297 


Hs.237825 


signal recognition particto 72kO 


IZO 


110561 


H59617 


Hs.5199 


ESTs; Weakly slmDar to UBIQUITIN-COWUGATING 


12.0 


101923 


S75256 




KNL=neutrophS Upocalin [human, ovarian cane 


11.9 


134992 


H05625 


Hs.92414 


ESTs 


11.8 


105516 


AA257971 


Hs.21214 


ESTs 


11.8 


105248 


AA226968 


Hs.22628 


ESTs 


11.7 


109130 


AA172040 


Hs^oiei 


ESTs; Weakly similar to IgE receptor beta sub 


11.7 


115955 


AA446121 


Hs.44198 


Homo sapiens BAG done RG054O04 from 7q31 


11.7 


116135 


M460314 


Hs.94179 


ESTs 


11.7 


116284 


AA487252 


H5i37609 


ESTs; Weakly simnar to hypothetical protdn 


11.7 


132334 


M479933 


Ks.46g67 


Human DNA sequence from done 167A19 on chrom 


11.7 


134753 


Y09216 


HS.17313S 


duai^pectfk:Ity tyrostnef(>phosphofylafion 


11.7 


125136 


W31479 


Hs.129051 


ESTs 


11.7 


133928 


N34096 


Hs,7766 


ubiqultin^jugating enzyme E2E 1 (homdogou 


11.6 


117395 


N26330 


Ks.93701 


ESTs 


11.5 


127007 


AA299360 




EST1 1857 Uterus bjmor 1 Homo sapiens cDNA 


11.5 


130557 


L07493 


Hs.1608 


repBcaiion protein A3 (14kD) 


11.5 


135073 


AA452000 


Hs.94030 


Homo sapiens mRNA; cDNA DKFZp586E1624 (from c 


11.5 


115140 


AA258030 


Ks.55356 


ESTs; Weakly similar to supported l>y GENSCAN 


11.4 


115536 


AA347193 


Hs.62180 


ESTs 


11.4 


133240 


D31161 


Ks.68613 


ESTs 


1U 


106521 


AA453431 


Hs.14732 


malic enzyme 1; NADP(+)-dependenl; cytosollc 


1U 


107674 


AA011027 


Hs.41143 


KIAA0581 protein 


11.3 


114149 


238814 


Hs.27196 


ESTs 


11.3 


132478 


H20906 


Hs.49500 


K1AA0746 protein 


11.2 


104252 


AF002246 


Hs.210863 


ceil adheston mdecde with homology to L1CAM 


11.2 


102436 


U46499 


Hs.790 


microsomal glutathione S4ransferase 1 


11.2 


106726 


AA465339 


Hs.7141 


ESTs 


11.2 


100116 


D00&54 


Hs.77443 


acfln; gamma Z smooth muscle; enteric 


11.2 


110970 


N51374 


Hs.95870 


Homo sapiens mRNA fiill length Insert cOMA do 


11.2 


130417 


U5a522 


Hs.155485 


huntingliivlnteracSng protein 2 


11.2 


13^ 


AA142857 


Hs.234896 


ESTs; H^hly simitar to geminln (H^aptens] 


11.2 


107853 


AA024427 


Hs.59451 


DKFZP434C245pTOt^ 


1U 


103467 


Y00451 


Hs.78712 


aminolevulinato; delta-; synthase 1 


11.1 


100438 


D87448 


Hs31417 


topdsomerase (DNA) II binding protein 


11.1 


102654 


U68494 


HU4385 


Human hbc647 mRNA sequence 


11.1 


103172 


X68742 


Ks,116774 


integrfn; atpha 1 


11.1 


106856 


AA4a6183 


Hs.15839 


ESTs; Weakly simnar to sImBar to Qxysterd- 


11.1 


108255 


AA053157 


Hs.172608 


ESTs 


11.1 
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124308 


H93575 


Ks.227146 


129057 


X62466 


HsJ14742 


128845 


AM55658 


Hs.1064g 


129025 


AA420992 


Hs.103441 


107638 


AA009528 


Hs.42743 


134480 


AA0246e4 


Hs.83gi6 


115262 


AA279112 


Hs^8594 


102580 


U60808 


Hs.152981 


106514 


M45e934 


Hs.179912 


107115 


AA610108 


Hs^7693 


115764 


AA421562 


Hs^lOII 


121770 


AA421714 


H3.11469 


132191 


AA449431 


Hs.15e68d 


133214 


Y10659 


Hs.250911 


133914 


N32811 


Hs.77542 


101973 


S82597 


Hs.80120 


102669 


U71207 


Hs.2927g 


104147 


AM51932 


Hs^799 


10S474 


AA450212 


Hs.42484 


115881 


AA435577 


Hs.184942 


129950 


M31516 


Hs.1369 


132783 


N74897 


Hs.5663 


133784 


AA214305 


H3.76173 


134248 


AA292677 


Hs.80824 


105565 


AAZ78302 


Hs.18349 


127999 


AAB37495 


Hs.6g851 


108040 


AA041551 


Hs.48644 


130367 


Z38501 


Hs.8768 


108539 


AA084677 


Hb.54558 


111345 


N89820 


Hs.14559 


115583 


AA398913 


Hs.45231 


128965 


T17440 


Hs.107418 


101396 


M15796 


Hs.78995 


132164 


U84573 


Hs.41270 


101275 


L37936 


Hs.3273 


104660 


AA007160 


Hs.14846 


108609 


AA100694 


Hs.69499 


112041 


R43300 


Hs.22929 


114208 


Z39301 


Hs.7859 


118537 


N67974 


Hs.75431 


106919 


AA490885 


Hs.21766 


115984 


AA447687 


Hs.91109 


105S3B 


AA258860 


HSJ2597 


102200 


U21551 


Hs.157205 


116710 


F10577 


Hs.70312 


119780 


W72967 


Hs.igi381 


112996 


T23539 


Hs.7165 


103029 


X54489 


Hs.789 


101255 


L34600 


Hs.149894 


107032 


AA599472 


H5i47309 


125617 


AI287461 


Hs.164950 


131475 


Z39053 


Hs^7263 


132073 


N67408 


Hs^8516 


101469 


M22877 


H5.169248 


102437 


U4656g 


Hs.22igS8 


104301 


045332 


Hs.6783 


127236 


AI341818 


Hs.98658 


101455 


M22612 


Hs.2413g5 


113805 


W42957 


Hs.250617 


133538 


Y00264 


Hs.177486 


109799 


F10770 


Hs.180378 


113523 


T90037 


Hs.16686 


116195 


AA46514a 


Hs.72402 


134542 


X57025 


H5.85112 


125298 


Z39255 


Hs.235350 


119367 


T78324 


H5.90905 


134470 


X54942 


Hs.83758 


134288 


AA430003 


H3.8117 


105127 


AM58132 


Hs.11817 


110627 


H70485 


Hs^22S 


115188 


AA261819 


Hs^67 


132632 


N59764 


Hs^98 


124049 


F10523 


Hs.74519 


100079 


AB002365 


Hs^3311 


113987 


W87494 


Hs.9641 


117280 


N22107 


Hs.172241 



Homo sapiens mRNA; cONA OKFZp564J142 (from d 11.1 

CDW52 anGgen (CAMPATH-1 antigen) 11.1 

basement membrane-Induced gene 1 1 .1 

ESTs: Weakly stmSar to testtcuIsrtekQnBI- 11.0 

ESTs; Weakly similar to precOcted using Genef 1 1.0 

NAOH dehydrogenase (ubiquinone) 1 alpha suboo 1 1 .0 

ESTs 11.0 

COP-dlacylgiycefol synthase (phosphaOdate cy 1 0.9 

ESTs 10.9 

ESTs; Highly similar to CGl-1 24 protein [H.sa 10.9 

anterior gradient 2 (Xenepuslaev{s)hon>olog 10.9 . 

K1AA0896 protein 10.9 

K1AA0741 gene product 10.9 

hterteutdn 1 3 receptor; alpha 1 10.9 

ESTs 10.8 

UOP-N-acetyl-a!phd^alactos8mine:polypeptid 10.8 

eyes absent (DrosophSa) homolog 2 1 0.6 

ESTs; Highly sdnOar to HSPC039 protein [H.sa 10.8 

Homo sapiens mRMA; cONA OKFZp564C053 {from d 10.8 

G protein-ooupled receptor 64 10.8 

decay accelerating factor for complement (COS 1 0.8 

OEAO/H (A^u^a.Asp/His) box polypeptide 10.8 

ESTs 10.8 

ESTs 10.8 

ESTs; WeaMjr^simnar to partial COS [Celegan 10.8 

ESTs: Weakly similar to Wiskott^rich syndr 10.8 

ESTs 10.7 

ESTs: Weakly similar to !!!! ALU SUBFAMILY SQ 10.7 

ESTs; Weakly sln^lar to protein B [H^apiensl 10.7 

ESTs 10.7 

LD0C1 protein 10.7 

ESTs 10.7 

proliferating cell nudear antigen 10.6 

prDcdlagervlysins; 2'Oxogtutarale 5K£axygen 1 0.6 

Ts translation elongation factor; mitochondrl 10.6 

Homo sapiens mRNA; cONA DKFZp564D016 (from d 10.6 

Human DNA sequence from BAC 1SE1 on duomosom 10.6 

ESTs 10.6 

ESTs 10.6 

fibrinogen: gamma polypeptide 10.6 

ESTs 10.6 

ESTs 10.6 

ring finger protein (C3H2C3 type) 6 10.6 

branched chain aminotransferase 1 ; cytosolic 10.5 

ESTs 10.5 

ESTs; Weakly stmllar to hypothetical protein 10.5 

zinc finger protein 259 10.5 

GR01 oncogene (melanoma growth stimulating ac 10.5 

mitochondrial translatioival Wtiaten factor 10.4 

succlnate-CoA ligase; GOP-fomitng; beta subun 10.4 

ESTs 10,4 

ESTs 10.4 

ESTs 10.4 

Human somaGc cytochrome c (HCS) gene; comple 10.3 

aquaporin 5 10.3 

ESTs 10.3 

budding uninhibited by benzlmUazoles 1 (yeas 10.3 

protease; serine; 1 (trypsin 1) 10.3 

ESTs 10.2 

amytotd beta (A4) precursor protein (protease 10.2 

Homo sapiens dona 669 unknown mRNA; complete 1 0.2 

ESTs 10.2 

ESTs 10.2 

[nsutin-Qke growth factor 1 (somatomedin C) 10.2 

YD019 protein 10.2 

ESTs 10.2 

COC28 protein kln^ 2 10.2 

ESTs 10.1 

ESTs; Weakly similar to contains similarity t 10.1 

ESTs; Weakly similar lo MBNL protein [H.sapie 10.1 

ESTs 10.1 

giianlne*manophosphate synthetase 10.1 

prtmase; polypiaptide 2A (58kO) 10.1 

KIAA0367 protein 10.0 

ESTs: Moderately similar to COMPLEMENT CI Q SU 10.0 

ESTs 10.0 



TABIH3B: 

80 CAT number (kne cluster number 

Accession: (Senbank aocessbn numbers 



Pkey 
100661 



CAT Number 
2318?_1 



Accession 

BE623001 105096 AA383604AW966416 N53295AM60213AW5715igAA603655 
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101332 25130.1 J04088NM_001067AF071747AJ011741 NB5424AL042407AA218572BE296748BE083981 AL040877AW499918AW575045H17813 

BE081 283 AA670403 AWS04327 BE094229 AA104024 A1471482 A)970337 AA737616 AI827444 AW003286 A)742333 AI344044 
AI765634 AI948838 AW235338 AW172827 AA095289 BE046363 AI734240 W16699 AI660329 At289433 AA933778 AW469242 AA46B338 
AA806g83 AA625873 W7B031 BE206307 AA550803 AI743147 AI990075 AA948274 AA1 29533 Al&3S3gS AAS05313 A)6246&9 AW594319 
AI221 834 AI337434 AA307706 BE550282 AI76W67 AI830636 AI221S21 AW67431 4 AW076889 AI933732 A1688S89 AI186928 AW0745g5 
All 27486 A1J079644 AI91081S H17814 AA310903 AW1 37854 T19279 AA026682 AA306035 AW383390 AW383389 AW383422 AW383427 
AW383395 H09977 AA306247 AA352501 AW403639 F05421 AA224473 AA305321 893904 AA08961 2 AW391543 AW40291 5 AW173382 
AW402701 AW4031 13 R94438 N73126 H93466 AA090928 AA095fl51 T29025 AW951071 L47277 147276 AI375913 BE384156 W24652 
AA746268 AA568223 BE090591 K93033 N57027 AA504348 AA327653 AW95991 3 N53767 AA84371 5 AI453437 AW263710 A1076594 
AA583483 AW873194AVV575168Al128799A!e03319AL042776AW074313 AI887722 A!0322B4 AA447521 AI12388S N29334 AI354911 
AW0S0687 AA236763 AA435535 AA236910 AA0471 24 AA23S734 AW514610 H93467 AA962007 AI446763 AA127259 A)613435 
Ai686720 A)587374 AA936731 AA702453 AI859757 AA21 6788 AI251 819 A)463227 AA806022 AI092324 N718S8 AA9S8782 AA236919 
AA809450 AA227220AA765284 AI192007 AA76BB10AA805794 AA7292B0 AA806238 AW768817 N7t879 AI050685 AA505a22 
AA66B974 AIS88160 BE045915 AW466315 AA731 314 AA649568 AA834316 AW591 901 AWQ63876 AW294770 AI300266 A!3360g4 
AI560380 AA7217S5 H09978 D20305 D291 55 AW821790 BE150864 F01675 AI457474 AW468316 AA550969 AA630768 

100824 5.36 At393237 AI521317AI761348Ai=025841 043968 AW994987L34598AF025641 D89789 D897B8 089790 AW998932 AI971 742 AI3 10238 

X90976 AW139668 AW674280 AI385552 AA877452 AV657554 CT5229 AA376077 AI798056 AW609213 W2558S H30149 BE075089 
BE075190AW580858 H995%AA425238AA133916AW363478 6E158121 BE1S8127AW4679606E1S8135BE158128BE158145 
N92860 AA847246 A!96168e A1361423 AAS78154 AA043767 AI863712 A1S59226 AW339007 AI371266 A)368901 AA046624 AA134739 
AW449154 AA130232 AI4S8720AA962511 AI7QQ627 R70437AW004008 AA04522g AI671572 H99599AA043768 AI685454A1871685 
K29937 X90977 AA524240 AI1421 14 A1825750 A1567605 AI631 385 A13478g3 AA1 34740 F2Q669 AA046707 AW7g3216 AW983298 
AW9Sg380AA363265 AI784593 AI268201 R69451 AV657618AIS95588 

101714 30725.1 M58874 AL022147 M72393 AL049797 BE439441 T27650 AI766240 AW150345 AW778943 AI627464 BE439479 AA587049 AI277900 

AI984983AI630935 

101809 32963.1 M86849AA3t 5280 N^L0040(MAA3 15269 BE 142653 AA461 400 AW802(M2BE1 52893 AW3831 55 AA4906e8AW11^^ 

AW384544 AW384566 AW378307 AW378323 AW83908S AA2571Q2 AW378317 AW276060 AW271 245 AW378298 AW384497 AI5981 14 
AW264544AI018138AW021810AA961504AW086214AVmi489AW192483AI290266AW192488AW384490AW007^^^ 
AA554460AA613715AWD20066AI783695AI589498 AI917637 AW264471 AW384491 A1816732 AW368530AW368521 AW368463 
AA461087 AI34143B AI970613 A1040737 AI418400 AA947181 AA962716 AI280695 AW769275 AW023591 AI160977 AA055400 N7ia82 
. AA490466 AW243772 AW316636 AI076554 AW511702 N69323 HB8912 AA257017 A19525D6 H88913 A!912481 AA600714 BE455701 
N64149 C00523 N64240 AA677120 

101923 30543.1 X99133 X83006 W38398 AA4011 37 AA298242 AA366738 AA308126 AW583781 AA298668 AW845024 BE1 40204 AWB45005 U47734 

AA837575 HM_005564 AA329732 AA421943 BE171567 S75256 At750047 Al 76221 3 AA100735 AW612993 AI474120 AW062884 
AI940001AVV062852AW062899BE182639AW77887SAA528093AW517424AI939989AA076188BE182636AA169569AA167439 
AI2B3967 AAl 67783 AA0761 40 AI749649 AA166792 AI708618 AA400973 AA514773 AA51 4789 AA1 64458 AA 1 67440 AA074845 
AA421944 AA514874 AA079S57 AA102361 AA587027 AA642930 AA8780^ AA164459 AW176400 AW475086 AAB57522 AA148193 
AA838234 AA593897AC84505AW1 93324 AA148194 AWSa3341 AI669077 AW264913 AA074902 AI680515 AA169874 AA169614 
AA079651 AW591737 AW1 90644 AA075565 AA662747 AA075896 AA535642 N27757 AI306666 AA074727 N79823 AA524360 AI826800 
AA173827 BE140374 BE004062 AW265060 BE184103 AI199258 AA857B53 AA299459 AA837890 A1626104 AA503624 BE183618 
BE183717AA573267AI833071 AW270590AA506601 BE004010AA837854AI675895AIB10491 AI184883AW664712AA076046 
AA515574 AW352267 AI79741 8 AA172395 At749194 A1559933 AA502597 AA321 220 A1866124 AI695633 AA494293 AW085635 
AA16564gAA165663 

127007 19921.1 AB037771 BE005079 AA394189AW959650 AA299360AA398081 W37627AW750817AW630138 A)52205eBE326323 AA374890 

AW41B534AW997510AW995214AW959649AA504426 D79223 D79621 AI276062AI973155 AA653470AA337887 AI382521 AW084427 
057078 W37628 AI610506 Z30230 AI567034 AA766091 H25097 H25078 AW991507 AA319736 

110769 229824.1 BE000831 AA541 787 AW1 73038 AA327931 AW1 17510 AW664655AI0B6624AI478955AI 863075 AI073744AA490 170 R46651 A1075653 

F02855 N22222AW972956 

120595 9683_3 AA976503 AI917802 AA953654 AA404613 AA428771 BE2B0542 AW194691 A1927301 AI740458 AI796100 AI935603 AW052210 

AA970201 AI633384 AA425910 AIOl 7004 AI241295 AA402816 AA291468 



Table 10A lists about 733 genes up-regulated In ovarian cancer compared to normal adult tissues. These were selected from 59680 prot)esets on the Affymetrix/Eos-Hli03 
GeneChIp array such that (he ratio of 'average* ovarian cancer to 'average' nonnal adull &ssues was greater than or equal to 3.0. The 'average* ovarian cancer level was set to 
the about the 80th percentile amongst various ovarian cancers. The 'average' normal adult tissue level was set to the 90th percentile value amongst various non-mallgnant 
tissues. In order to remove gene-spedfic background levels of non-spedfic hybrfdizatlon, the ISth percentile value amongst the non-malignant tissues was subtracted from both 
the numerator and (he denominator before the ratio was evaluated. 

TABl£ 10A: ABOUT 733 UP-REGULATEO GENES, OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey; Primekey 

Ex.Accn: Exemplar Accession 

UGID: UnlGenelD 

Title: UniGene title 

ratio: raOo tumor vs normal tissues 



Pkey 


Ex.Accn 


UGID 


Title 


ratio 


432938 


T27013 


Hs.3132 


steroidogenic acute regulatory protein 


56.1 


418179 


XS1630 


Hs.1145 


Ww3 tumor 1 


33.5 


400292 


AA250737 


Hs.72472 * 


BMPR-tb; bone morphogenetlc protein receptor 


30.0 


452838 


U6S011 


Hs.30743 


Preferenliatty expressed antigen In melanoma 


29,5 


415511 


AI732617 


Hs.182362 


ESTs 


28.1 


422956 


6E545072 


Hs.122579 


ESTs 


28.1 


410929 


H47233 


Hs^843 


ESTs 


27.4 


400289 


X07820 


Hs^58 


Matrix MetaQoprotetnase 10 (Stromolysin ^ 


25.2 


449034 


A1824049 


Hs^7523 


0bfc41a09j(1 Na_CGAP.Ut1 Homo sapiens cDNA 


23.7 


427585 


D31152 


Hs.179729 


collagen; type X; alpha 1 (Schmid metaphyseal 


22.7 


428392 


H10233 


Hs^6S 


secretory granule, neuroendocrine protein 1 


21.9 


448243 


AW369771 


Hs.77496 


ESTs 


21.3 


430691 


C14187 


Hs.103538 


ESTs 


21 .2 


444783 


AK001468 


Hs.62180 


ESTs 


20i 


407638 


AJ404672 


H5.288893 


EST 


20.1 


423739 


AA398155 


HS.97&00 


ESTs 


19.7 


436982 


AB018305 


H3.5378 


spondin 1, (kpondln) extracellular matrix p 


19.0 


451110 


A1955040 


Hs.301584 


ESTs 


18.6 


426427 


MB6699 


KS.169&40 


. TTK protein Unase 


18.7 
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428227 


AA321649 


Hs.2248 


413854 


AW664873 


Hs.87836 


439706 


AW872S27 


Hs.59761 


428579 


NM.005756 


Hs.184942 


410247 


AF181721 


Hs.61345 


428153 


AW513143 


Hs.g8367 


415076 


NM_000857 


Hs,77890 


416209 


AA236776 


HSJ9078 


424905 


NM_002497 


Hs.153704 


423685 


BE350494 


Hs.49753 


428187 


AI687303 


Hs.285529 


438817 


A1023793 


Hs.163242 


424906 


A1566086 


Hs.153716 


407721 


Y12735 


Hs.380ie 


412723 


AA648459 


H3.179912 


424717 


H03754 


Hs.152213 


443646 


AI085138 


Hs^699 


424345 


AK001380 


Hs.145479 


428976 


AL037824 


Hs.194695 


418738 


AW388633 


Hs.6682 


428479 


Y00272 


HS.1B4572 


436209 


AW850417 


H5^020 


427356 


AW023482 


Hs.97849 


418601 


AA279490 


Hs.86368 


416661 


AA634543 


Hs.79440 


426532 


AF157326 


Hs.184786 


402408 






447350 


Ai375572 


Hs.172634 


451807 


W52854 


Hs.27099 


423575 


C16863 


Hs.163443 


443211 


A1128386 


Hs.143655 


437872 


AK002015 


Hs.58a7 


451659 


BE379761 


Hs.14248 


452904 


AL1 57581 


Hs.30357 


442655 


AW027457 


Ks.30323 


452096 


BE394901 


Ks.226785 


414972 


BE263762 


Hs.77695 


435039 


AW043921 


Ks.130526 


447033 


AI357412 


Hs.157601 


433764 


AW753676 


Hs.39982 


442611 


BE077155 


Hs.177537 


408562 


AI436323 


H3.31141 


427344 


NM-0Q0669 


Hs.2142 


421478 


At683243 


HS.972S8 


426635 


BE33S109 


Hs.129327 


415989 


AI267700 


Hs.111128 


433159 


AB035898 


Hs,150587 


452249 


6E394412 


Hs.61252 


418506 


AA084248 


Hs.85339 


442353 


8E379594 


Hs.49136 


447700 


AI4201S3 


Hs.171077 


450480 


X82125 


Ks.25040 


425176 


AW015644 


Hs.301430 


435436 


AW840171 


Hs.265398 


433133 


AB027249 


Hs.104741 


445258 


AI635931 


H8.147613 


432677 


NM_004482 


HS.278S11 


429782 


N^^.005754 


Hs^2068g 


404567 






423811 


AW299598 


Hs.50895 


452891 


N75582 


Hs.212876 


441627 


AA947552 


Hs^8086 


443555 


N71710 


H5.21398 


412140 


AA219691 


Ks.73625 


427469 


AA4O30d4 


Hs.269347 


415227 


AW82t113 


Hs,72402 


445413 


AA151342 


Hs.12677 


425734 


AF056209 


Hs.159336 


421451 


AA291377 


Hs.50831 


410044 


BE56&742 


Hs.58169 


427878 


C05766 


Ks.161022 


408460 


AA054726 


Hs.285574 


422972 


N59319 


Hs.145404 


443715 


AI583187 


Hs.9700 


440301 


AA909358 


Hs.128612 


453160 


AI263307 


Hs.146228 


415211 


R54730.comp Hs.t55986 


425282 


AW163518 


Hs.155485 


400250 






410568 


AW162948 


Hs^2 


442957 


Ai349952 


Hs.49397 


453922 


AR)53306 


H338708 


434401 


A1864131 


H3.71119 


453628 


AW243307 


Ks.170187 



INTERFEROrWAMMA INDUCED 

Homo sapiens PAC done RP5-1087M1 9 from 7q1 1 . 

ESTs 

G proteln-ooupled receptor 64 
RU2S 

hypothetica) protein FU22252 similsr to SRY- 

guanytate cydase 1 , solubte. tieta 3 

MA02 (mitotic arrest deficient, yeast, homcb 

N)MA (never in mitosis gene aHelated ktnase 

Homo sapiens mRNA for KIAA1581 protein, parti 

ESTs 

ESTs 

Homo sapiens mRNA for Hmob33 protein, 7 untr 
dual-specificity fyros!ne<Y)-phosphorylation 
ESTs 

wingless-type MMTV Integration site family, m 
ESTs 

Homo sapiens cONA HJIOSIS fis, done NT2RP20 

ras homcdog gene family, member 1 

sotuts canter fsn^ 7, memt^r 1 1 

ceQ division cyde 2, 61 to S and G2 to M 

ESTs, Moderately similar to unnamed protein p 

ESTs 



IGf^l mRN^-binding protein 3 
TBP-interacting protein 
0 

ESTs; HER4(c^rt>-B4) 
DKFZP564J0863 protein 
ESTs 
ESTs 

RNA binding motif protein 7 

ESTs, WoaWy similar to ALU8.HUMAN ALU SUBFAM 

Homo sapiens mRNA: d)NA DKFZp434E0625 (from c 

ESTs 

ESTs 

KIAA0008 gene product 
ESTs 

EST -not In UniGene 

ESTs 

ESTs 

Homo sapiens mRNA for KIAA1568 protein, parti 

S^iydroxytiyptamine (serotonin] receptor 3A 

ESTs 

ESTs 

ESTs 

k!nesin4ke protein 2 
ESTs 

G protein-coupted receptor 39 
ESTs 

ESTs. Weakly similar to similar to serine/lhr 
zinc finger protein 239 

ESTs, Moderately similar to TEF1_HUMAN TRANSC 
ESTs, Weakly similar to transfonnatioiHelate 
POZ-binding kinase; T-ce!l originated protein 
ESTs 

UDP-N-acetyMpha-O-galactosamineipolypeptld 
Ras-CSTPase-activaling protein SH3-domain-bind 
0 

homeoboxC4 

ESTs. Weakly sImHar to KIAA0357 [H^apiens] 
ESTs 

ESTs. Moderately similar to GNR J1UMAN aUCXtS 
RAB6 tnteracang, kinestn4ike (rabklnestn6) 
ESTs 
ESTs 

C61-147 protein 

pepfidylgiycine alpha-amidaSng monooxygenase 
ESTs 

higtily expressed In cancer, rich in leucine h 

(^7 protein 

ESTs 

ESTs 

cycCnEl 

ESTs 

ESTs 

ESTs; Highly similar to SPERM SURFACE PROTEIN 

huntingtin interacting protein 2 

0 

pro-mRNA deavage factor tm (68kD) 
ESTs 

budding unintiiblted by benzimUazdes 1 {yeas 
Putative prostata cancer tumor suppressor 
. ESTs 
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18.3 
18.3 
18.3 
17,4 
17.0 
16.9 
16.6 
16.6 
16.2 
15.9 
15,9 
15.9 
15.9 
15.7 
15.3 
15.2 
15.1 
14.8 
14,6 
14.3 
14.2 
14.1 
.13.9 
13.8 
13.7 

lae 

13.6 

13.4 

13.4 

13.2 

13.2 

13.0 

12.7 

12.7 

12.5 

12.4 

12.3 

12.3 

12.3 

1Z2 

12,0 

11.9 

11.8 

11.8 

11.8 

11,7 

11.5 

11.4 

11.3 

11.3 

11.3 

11,3 

lU 

11.2 

11.1 

11.1 

11.0 

10.9 

10.8 

10.7 

10.6 

10.3 

10.3 

10.2 

10.1 

10,1 

10.0 

10,0 

10.0 

9.8 

9.7 

9.7 

9.7 

9.7 

9.6 

9.6 

as 

9.5 
9,5 
9.3 
93 
9,3 
9.2 
9,1 
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4S2055 


At377431 


Hs.293772 


424086 


A1351010 


Hs.102267 


442875 


BE623003 


H3^625 


416208 


AW291168 


Hs.41295 


407168 


R4517S 


Hs.1 17183 


445537 


AJ245671 


HS.12&44 


409269 


AA576953 


Hs.22972 


433527 


AW235613 


Ks.1 33020 


40S928 


AL137163 


Hs.57549 


423020 


AA383092 


Hs.ie08 


425665 


AK001050 


Ks.159068 


443204 


AW205878 


Ks.29643 


449433 


AI572Q96 


Hs.9012 


453878 


AW964440 


Hs.19025 


450505 


NM.004572 


H5.25051 


407001 


U12471 


Hs.247954 


414315 


Z24878 




425492 


AL021918 


Hs.158174 


435181 


AA669339 


Hs.28838 


436396 


At683487 


Hs.299112 


418384 


AW149266 


Hs.25130 


453370 


AI470523 


Hs.182356 


409041 


AB033025 


Hs.50081 


447078 


AW885727 


Hs.301570 


448674 


W31178 


Hs.154140 


433393 


AFD3eS64 


Hs.38074 


433496 


AFD64254 


Hs.49765 


421155 


H87879 


Ks.102267 


438394 


BE379623 


Hs.27693 


400298 


AA032279 


Hs.51635 


409092 


AI735283 


Hs.172608 


440250 


AA876179 


Hs.134650 


409143 


AW025980 


H5.138965 


407771 


AL138272 


Hs.62713 


419088 


At538323 


Hs.77495 


431725 


X65724 


Hs.2839 


431750 


AA514986 


H&.283705 


435635 


AF220050 


Hs.1 81385 


441826 


AW503603 


Hs.t29915 


417728 


AW138437 


Hs^4790 


418845 


AA852985 


Hs.89232 


421039 


NM_003478 


Hs.101299 


446999 


AA1S1520 


Hs.279525 


429609 


AF002246 


Hs.210863 


415139 


AW975942 


Hs.48524 


450192 


AA263143 


Hs.245g6 


423992 


AW898292 


Hs.1 37206 


436211 


AK001561 


Hs.80961 


450101 


AV549989 


Hs.24365 


426921 


AA037145 


Hs.172865 


433330 


AW207084 


Hs.1 32816 


439759 


At3S9055 


Hs.67709 


427660 


AI741320 


Hs.114121 


422095 


AI66B872 


Hs.288966 


436476 


AA326108 


Ks.53631 


412170 


D16532 


Ks.73729 


428954 


AF100781 


Ks.194878 


450221 


AA328102 


Hs.24641 


439262 


AA832333 


Hs.1243g9 


435420 


AI928513 


Hs.59203 


422892 


AAg88176 


Hs.121553 


457030 


AI301740 


HS.1733B1 


411571 


AA122393 


Hs,70811 


409916 


BE313625 


Hs.57435 


418007 


M13509 


Hs.83169 


420900 


ALJ045833 


Hs.44269 


424001 


W67883 


Hs.137476 


400301 


X03635 


Hs.1657 


400238 






413573 


AI733859 


83.149089 


428071 


AF212&4d 


Hs.162339 


447164 


AF026941 


Hs.1 7518 


453062 


AVV207538 


Hs.61603 


456965 


AW131888 


H3.172792 


442500 


A]813068 


Hs.209122 


446142 


A]754^3 


Hs.145968 


417791 


AW965339 


Hs.1 11471 


418524 


AA300576 


Hs.85769 


451797 


AW663858 


Ks.56120 


452909 


NM.01536B 


K5.30985 


453618 


NM.003462 


Ks.33846 


436281 


AW411194 


Ks.1 20051 


443897 


AWai9642 


KS.2413S 


414142 


AW368397 


HS.1S0042 



ESTs 

lysyl oxidase 

Homo sapiens done TOCCTAQ0142 mRNA sequence 
ESTs 

fib7840f0Ul Soares Enfant brain 1NIB Homo s 

EGF-tike^maln: muIBple 6 

Homo sapiens cONA HJ13352 fis. done OVARCIO 

ESTs 

hypdheSca! protein dJ473B4 
replication protein A3 (141(0) 
ESTs 

Homo sapiens cONA FUt3103 fis. ckxie NT2RP30 

ESTs 

ESTs 

pIakopHIin2 

Human lhrombospondln-1 gene, partial cds 
6b:HSB55D052 STRATAGENE Human skeletal musde 
zinc finger protein 184 (KnippeMate) 
K1AA1571 protein 

Homo sapiens cDNA aJ1l441 fis. clone HEIMBA10 
ESTs 

ESTs. Moderately similar to transialion inlQ 

KIAA1199 protein 

ESTs 

ESTs 

atrophin-1 Interacting protein 4 

VERY4.0NG^HAiN ACYL-COA SYNTHETASE 

lysyl oxidase 

Ca-124 protein 

STEAP1 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

Norrie disease (pseudoglioma) 
ESTs 

uncharacterized Kematopoietic stem/progenitor 
phosphotiiesterase related 
KIAA1573 protein 

chromobox homolog 5 (Drosophila HP1 alpha) 
cullinS 

hypothetical protein PRO2605 

cell adhesion n:>otecu!e with homology to LI CAM 

ESTs 

RAD5l4nteracljng protein 

Homo sai^ens mRNA; cDNA DKFZp564H1663 (from c 
polymerase (DNA directed), gamma 
Human hbc&47 mRNA sequence 
cteava^ stimutalion factor, 3" pre-RNA, subu 
ESTs 

Homo sapiens mRNA full tength insert cDNA do 
Honro sapiens cDNA: aJ23228 fis, clone CAE066 
cerutoplasmln (fenoxidase) 
ESTs 

ve7 low density Apoprotein receptor 
WNT1 Inducible signaftng pathway protein 3 
cytosiceleton assodatad pmteln 2 
ESTs 
ESTs 

hypothetical protein aJ20641 

dihydropyrfmidinaso-like 2 

hypothetical protein FU20516 

solute canter family 11 [proton-coupled diva 

Matrix metalloprotease 1 (intersOIial coDag 

ESTs 

K1AA1051 protein 
Estrogen receptor 1 
0 

ESTs 

transcription (actor ESE-SB 

Homo sa^ns cig5 mRNA, partial sequence 

ESTs 

ESTs. WeaMy simSar to hypothetical protein 

ESTs 

ESTs 

ESTs 

acidic 82 kOa protein mRNA 

ESTs 

pannexlnl 

dyneln, axonemal tight intermediate potypept 
ESTs 

trar^smembrana protein vezaSn; hypolh^ical p 
. ESTs 
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44S776 


BE3024S4 


Hs.30057 


transportor similar to yeast MRS2 


419423 


D26488 


Hs.90315 


KIAA0007 protein 


420908 


AIJ049974 


Hs.100261 


Homo sapiens mRNA; cONA 0KFZpS64B222 (froni d 


452971 


A1S73S78 


Hs.91789 


EST8 


413597 


AW302885 


HS.1171B3 


ESTs 


415138 


C18356 


Hs.78045 


fissue tactor pathway tnhibltDr 2 TFPI2 


437478 


AL390172 


Hs.1 18811 


ESTs 


425292 


NM_005824 


Hs.155545 


37 kOa leucine^ tepeal (U^ protein 


421184 


NM.(W3816 


Hs.102456 


survivat of motor neuron (votein Interacfktg 


410227 


AB0092B4 


Hs.61152 


exostoses (muI(iplQ)-tilce 2 


446608 


N75217 


Hs.257846 


ESTs 


438167 


R28363 


Hs^4286 


ESTs 


445459 


AI478629 


Hs.158465 


ESTs 


452291 


AF015592 


Hs26853 


C0C7 (ceO dhrtslon cycle 7, S. cerevisiae, h 


410011 


AB020641 


Ks^8S6 


PFTAIRE protein kinase 1 


410292 


AA8430o7 


nS.1Z4194 


ESTs 


415716 


N59294 


Hs^OIUl 


Homo sapiens cDNA RJ1 1889 fis. done HEMBA10 


424770 


AA425562 




gb:zw46e05.r1 Soares total fstus.Nb2HF8 9wHo 


438122 


A1620270 


Hs.129837 


ESTs 


439820 


AUSQ204 


Ks283a53 


Homo sapiens mRNA full tengtt) insedcONActo 


444743 


AA045648 


Hs.11817 


nudtx (nucleoside diphosphate linked moiety X 


450638 


AK001826 


HS.2S245 


hypothetical protein aJ112S9 


418203 


X54942 


Hs.83758 


COC28 protein kinase 2 


439901 


N73885 


HS.12416S 


ESTs 


428758 


AA433988 


H3S8502 


Homo sapleps cONA FU14303 fis, clone P[ACE2Q 


404552 






0 


404599 
419503 


AA243642 


Hs.137422 


0 

ESTs 


420149 


AA255920 


Ks.880g5 


ESTs 


440411 


N30256 


Hs.156971 


ESTs, Weakly simHa- to Weak similarity with 


449108 


AI1406B3 


Hs.98328 


ESTs 


452097 


AB002364 


H3.27915 


ADAM-TS3; a disintegrin-iike and metallopr 


453619 


H87548 


Hs.33922 


Ksaplens novel gene from PAC 117P20» chromos 


410273 


BE326877 


Hs.281523 


ESTs 


434486 


AA678B16 


Hs.1 17142 


ESTs 


454036 


AA374756 


Hs.93560 


ESTs, Weakly similar to unnamed protein produ 


403381 






0 


421308 


AA6a7322 


HS.192B43 


ESTs 


419346 


AI830417 




flbwh94d12.x1 Na.CGAP_aL1 Homo sapiens cDN/ 


446140 


AA356170 


Hs.26750 


Homo sapiens cDNA: aJ21908 fis, done HEP038 


453047 


AW023798 


Hs.286025 


ESTs 


442573 


H93366 


Hs.7567 


Branched chain aminotransferase 1, cytosoOc, 


410102 


AW248508 


Hs.279727 


ESTs; 


410004 


A1298027 


Hsi99115 


ESTs 


413335 


A1613318 


Hs.48442 


ESTs 


424945 


AI221919 


Hs.173438 


hypothetical protein RJ10562 


427510 


Z47542 


Hs.179312 


smafl nudear RNA activating complex, polypep 


451229 


AW987707 


H3.48473 


ESTs 


452641 


AW952893 


Hs.237825 


signal recognition partide 72kD 


433172 


AB037841 


Hs.102652 


hypothetical protein ASH1 


42S465 


L18964 


Hs.1904 


protein Kinase C; tota 


437117 


AL049256 


Hs.122593 


ESTs 


423440 


R25234 


Hs.143434 


oontactini 


430510 


AW162916 


Hs.241576 


hypothetical protein PR02577 


433252 


AB040957 


H3.151343 


KIAA1524 protein 


434699 


AA543687 


Hs,149425 


Homo sapiens cONA FU1 1980 fls, clone HEMB810 


436954 


AA740151 


Hs.130425 


ESTs 


436032 


AA150797 


Hs.109276 


latexin protein 


424590 


AW966399 


Hs.46821 


hypothetical protein aJ20086 


444078 


8E246919 


H5.10290 


U5 snRNP^pedfic 40 kOa protein {hPrp8-bindi 


418379 


AA218g40 


Hs.137516 


fidgetin-like 1 


438081 


H49546 


Ks.298964 


ESTs 


443270 


NM_004272 


Ks.9192 


Homer, neuronal Immediate eaify gene, IB 


450459 


AI697193 


Hs.299254 


ESTs 


433612 


AF078184 


Hs.61188 


Homo sapiens Ku70-binding protein (KUB3) mRNA 


449048 


Z45051 


Hs.22920 


similar to S68401 (cattle) glucose Induced ge 


417251 


AW015242 


Hs.99488 


ESTs; Weakly similar to ORF YKR074w {Sxerovi 


429181 


AW979104 


K5.294009 


ESTs 


454933 


BE141714 




gb:QVO-HT010l-Q61099432-c04HT0101 Homosapi 


456553 


AA721325 


Ks.189058 


ESTs, Weakly stmiiar to cAMP-reguIaled guanin 


430371 


087466 


Hs.240112 


KIAA0276 protein 


425371 


049441 


Hs.155981 


mesothelin 


424513 


BE335864 


Hs.149894 


mitochondrial transIaSonal Initiation factor 


432015 


AL157504 


Hs.159115 


ESTs 


438109 


A)076B21 


Hs.71367 


ESTs, Moderately stmiiar to ALU7_HUMAN ALU SU 


407137 


T97307 


Ks.199067 


V'ert)-b2 avian eiySirotrfasQc tetikenua viral 


407945 


X69208 


Hs.606 


ATPase, (Du<«^tran8porQng, alpha polypeptide 


416565 


AW000960 


H5.44970 


ESTs 


417830 


AW504786 


Hs.132808 


epithelial cell Iranstormlng sequence 2 oncog 


419752 


AA249573 


Hs.152618 


ESTs 


42^93 


AF151852 


Hs.111449 


C61-94prDtdn 


424583 


AR)17445 


H3.150926 


fiicose-1-phosphate guanytyltransferase 


430388 


AA356923 


HS740770 


nuclear cap Undlng protein subunit 2. 2QkO 


452534 


AW083022 


H&.t49425 


Homo sapiens cONA FUltSSO fis. done KEMBB10 
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453279 


AW893940 


HS.S9898 


ESTs 


5.5 


424168 


AW954552 


Hs.142634 


zinc finger protein 


5.5 


453884 


AA35S925 


H3.36232 


KIAA0186gene product 


5.5 


424641 


AB001106 


Hs.151413 


gOa maturaSon tocHxx, beta 


5.5 


444478 


W0731B 


K8.240 


M-phase phosphopmteln 1 


5.5 


427975 


AIS36065 


Hs.122460 


ESTs 


5.5 


424620 


M101043 


Hs.151254 


kalfikrein 7 (chymotryplic; Gtratum comeum) 


5.5 


442914 


AW18B551 


Hs.99519 


Homo sapiens cDNA RJ 14007 fis. clone Y79AA10 


5^ 


417995 


AW974175 


Hs.188751 


ESTs 


5.4 


416946 


AI798641 


Ks.132103 


ESTs 


5.4 


419963 


AA743276 


H5.301052 


ESTs 


5.4 


420362 


079734 


Hs.g7206 


liunfinQtin Enteracting protein 1 


5.4 


422670 


AA371612 


Hs.1 15351 


ESTs 


5.4 


432837 


AA310693 


Hs.279512 


HSPC072 protein 


5.4 


447020 


T27308 


Hs.16986 


hypothstica) proleln aj11046 


5.4 


458027 


L49054 


H3.65195 


ESTs. Highly slmQar to t(3;5Kq25.1 ;p34} fus 


5.4 


425217 


AU076696 


HS.15S174 


CDC5 (cell division cydo 5, S. pombe. homob 


5.4 


422938 


NM_001809 


Hs.1594 


centromere protein A (17kD) 


5.4 


450434 


AA166950 


H8.1B645 


ESTs, Weakly slmDar to partial CDS [Celegan 


5.4 


438279 


AA805166 


Hs.165165 


ESTs. Moderately simHar to Al.U6_HUMAN ALU SU 


5.4 


413384 


NM_000401 


Hs75334 


exostoses (multiple) 2 


5.3 


420326 


Y19062 


Ks.96870 


staufen (Orosophita. RNA-bindtng protein) horn 


5.3 


436586 


A13088&2 


Ks.167028 


ESTs 


5.3 


435793 


AB037734 


Ks.4993 


ESTs 


5.3 


422306 


BE044325 


Hs^72B0 


Homo sapieQS mRNA for LsmS protein 


i3 


425154 


NM_001851 


Hs.154850 


collagen, type IX, alpha 1 


5w2 


453293 


AA382267 


Hs.10653 


ESTs 


a2 


429944 


R13949 


Hs^26440 


Homo sapiens done 24681 mRNA sequence 


5.2 


434891 


AA814309 


Hs.1 23583 


ESTs 


5.2 


415263 


AA948033 


Hs.1 3(^53 


ESTs 


5.2 


409506 


NM_006153 


H3.S4589 


NCK adaptor protein 1 


5.2 


412848 


AA121514 


HS.7D832 


ESTs 


5.2 


421246 


AW5B2962 


Hs.300981 


ESTs. Highly similar to AF151B05 1 CGM7prD 


Sl2 


431546 


AI8^273 


Hs.9711 


Homo sapiens cDNA FU 13018 fis, clone NT2RP30 


5.2 


412719 


AW016610 


Hs.129911 


ESTs 


5.2 


411945 


AL033527 


Hs.92137 


v-myc avian myelocytomatosls viral oncogene h 


5.1 


424078 


AB006625 


Hs.139033 


paternally expressed gene 3 


5.1 


433556 


AA833757 


Hs^01769 


ESTs 


5.1 


434265 


AA846811 


Hs.130554 


Homo sapiens cONA; FU23089 fis, done LN6070 


5.1 


453911 


AW503857 


Hs.4007 


Sarcdemmal^odated protein 


11 


415539 


AI733881 


Hs.72472 


BMPR-Ib; bone morphogenelic protein receptor 


5.1 


442717 


R88362 


Hs.180591 


ESTs, Weakly simSar to R06F6.5b [CXelegans] 


5.1 


432356 


AI093491 


Hs.72830 


ESTs 


5.0 


409731 


AA12S985 


HS.56U5 


thymosin, beta. Identified tn neuroblastoma c 


5.0 


419699 


AA248998 


Hs.31246 


ESTs 


5.0 


420313 


AB023230 


Hs.96427 


K1AA1013 protein 


5.0 


422505 


AL120862 


Hs.124165 


ESTs; [HSA)PAP protein (programmed cell deat 


5.0 


425733 


F13287 


Hs.159388 


Homo sapiens dorie 23576 mRNA sequence 


5.0 


434160 


BE551196 


Hs.1 14275 


ESTs 


5.0 


435094 


AI560129 


Hs.277523 


EST 


5.0 


436612 


AW29B067 




gb:UI-H^WO^lp^-09^U1 NQ.CGAP.Sube Ho 


5.0 


432415 


T16971 


Hs.289014 


ESTs 


4.9 


406117 






0 


4.9 


438018 


AK001160 


Hs.5999 


hypothetic^ protein FLJ10298 


4.9 


447505 


AL049266 


Hs.ie724 


Homo sapiens mRNA; cONA DKFZp564F093 (from d 


4.9 


448621 


AI0g7144 


Hs.5250 


ESTs. We^ similar to 6ACR37P7.g [D.melanog 


4.9 


453001 


AW131636 


H5.191260 


ESTs 


4.9 


410561 


BE540255 


H3.6994 


Homo sapiens cDNA: FU22044 fis. done HEP091 


4.9 


416811 


AK001407 


HS.B8663 


hypothetical protein FU10545 


4.9 


436754 


AI061288 


Hs.133437 


ESTs, Moderately similar b gonadotropin indu 


4.8 


437212 


AI765021 


Hs.210775 


ESTs 


4.8 


447312 


A1434345 


H3.36908 


activating transcriptbn fador 1 


4.8 


409732 


NM-016122 


Hs.56148 


NY-REN-58 antigen 


4.8 


434690 


AI857679 


Hs.148410 


ESTs 


4.8 


444172 


BEt47740 


HS.104S58 


ESTs 


4.8 


424539 


L02911 


Hs.150402 


activfn A receptor, type 1 


4.8 


418577 


S83308 


Hs.67224 


SRY (sex delennlning region Y)-box 5 


4.8 


408076 


AL390179 


Hs.137011 


Homo sapiens mRNA; cDNA DKFZp547P134 (from d 


4.6 


420179 


N74530 


Hs^1168 


ESTs 


4,7 


450375 


AA009647 


Hs.8850 


a dlsintegiin and metaSoproteinase doma'n 12 


4.7 


419247 


S65791 


Hs.89764 


fragile X mental retardation 1 


4.7 


420850 


BE139590 


Hs.122406 


ESTs 


4.7 


425420 


BE536911 


Hs.234545 


ESTs 


4.7 


428664 


AK001666 


Hs.1 89095 


similar to SALL1 (sd (Dro50phila}4Ike 


4.7 


419131 


AA4062d3 


Hs.301622 


ESTs 


4.7 


422278 


AF072873 


Hs.114218 


ESTs 


4.7 


451684 


AF21675t 


Hs^6B13 


C0A14 


4.6 


400296 


AA305627 


Hs.139336 


ATP-binding cassette; sub-family C (CFTR/MRP) 


4.6 


408425 


AW056674 


Hs.44787 


Homo sapiens mRNA; cONA OKFZp434O0227 (from c 


4.6 


417168 


AL133117 


Hs.81376 


Homo sapiens mRNA; cONA DKFZp586U 121 (from c 


4.6 


429486 


AF155827 


Hs.203963 


hypothetical protein FU10339 


4.6 


442917 


AA314907 


Hs.85950 


ESTs 


4.6 


443268 


AI800271 


Hs.129445 


hypothetical protein FU12496 


4.6 


452795 


AW392555 


HS.1887B 


. hypothetical protein FIJ21620 


4.6 
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457300 AW297436 KS.158B49 Homo salens cONA: nJ21663Gs, done COL08B 4.6 

459551 AM72808 fll>:^7jt1 SoaresJiSF.FfiL9W_OT_P^J>_S1 Hon 4.6 

421977 W94197 Hs.110165 ribosomal proteh 126 homolog 4,6 

_ 429441 AJ224172 Ks.204096 Bpophilin B (uteroglobin farnity mambei), pro 4.6 

5 449722 BE280(I74 Hs.23960 cycCn 81 4.6 

431689 AA305688 Hs.267895 UOFM^et3GcNAcbeta1.^^tosyttrmsf6 4.5 

425178 H16097 Hs.161027 ESTs 4.5 

429597 NM.003816 Ks.2442 adisfntegrinsndmetaaoprotetnasedomaing 4.5 

436556 AI364997 Hs.7572 ESTs 4.5 

10 400534 0 4.5 

417845 AL117461 Hs.e2719 Homo sapiens mRNA:cOrMOKFZp586F1 822 (Enomc 4.5 

423123 NM-012247 Hs.124027 SELENOPHOSPHATE SYNTHETASE ; Human selenium d 4.5 

443305 AA625207 Hs.264gi5 Homo sapiens cONARJ12908fts. clone MT2RP20 4.5 

441006 AW60S267 Hs.7627 00-60 proiein 4.5 

15 414569 AF1092g8 Hs.118258 Prostate cancer associated protein 1 4.5 

447924 AI817226 Hs.170337 ESTs 4.5 

425506 N1^003666 Hs.158205 basic teudne zipper nuclear factor 1 (JEM-I) 4.5 

411630 U42349 Hs.71119 Putative prostate cancer tumor suppressor ^ 4.4 

432842 AW574093 Hs.279525 hypothetical protein PRO2605 4.4 

20 413472 BE242870 fe.75379 soIutecarrierfamByl (glial h^iialSnity 4.4 

414699 AI815523 Hs.76930 synudein, alpha (nonA4 component of amytokJ 4.4 

412733 AA984472 Hs.74554 KIAAOOBO protein 4.4 

419790 U79250 Hs.93201 fllycerol-3-phosphate dehydrogenase 2 (mitocho 4.4 

433377 AI752713 Hs.43845 ESTs 4.4 

25 449535 W1S267 Hs.23672 low density lipoprotein receptor-related prot 4.4 

453900 AW003582 H3.226414 ESTs, WeaWy similar to ALU8JiUMAN ALU SUBFAM 4.4 

443881 R54512 Hs.237146 Homo sapiens cONAaJ14234fis. done MT2RP40 4,4 

423025 AA831267 Hs.12244 HomosapienscONA:FU23581fis, done LNG 136 4.4 

. ^ 408621 AJ970e72 Hs.46638 chromosome 1 1 open reading frame 8; fetal br 4,3 

30 416241 N52639 Ks.32683 ESTs 4,3 

432005 AA524190 Hs.120777 EST5,WeaIdysimaartoELLa_HUMAN RNAPOLYME 4.3 

435532 AW291488 Hs.1 17305 ESTs 4.3 

451813 NM_016117 Hs.27182 pt)OsphoIlpaseA2-actlvallng protein 4.3 

4M193 BE141183 gb:IWRO-HT0071-1911994)01.b04HT0071 Homosapi 4.3 

35 418478 U38945 Hs.l174 cydin^ependent kinase inhibilor2A(melanom 4.3 

406069 0 4.3 

419465 AW500239 Hs.21187 Homo sapiens cDNA: aJ23068 fis, clone LNG055 4.3 

418413 R95735 Hs.117753 ESTs, Weakly simHar to antigen of the monod 4.3 

452028 AKDQ1859 Hs.27595 hypothellcai protein FU10997 4.3 

40 418693 AI7S0878 Hs.87409 Ihrombospondin 1 4.3 

410361 BE391B04 Hs.62661 guanytale binding protein 1. interferon-lnditc 4.2 

409763 AIJ043212 gb:OKFZp434H0623_r1 434 (synonym: hles3) Homo 4.2 

455601 AI366680 Hs.816 SRY (sex detemiining region YH>ox 2, partial 4.2 

408908 BE296227 H5.48915 serineAhrBonlneldnase 15 4.2 

45 413582 AW295647 Hs.71331 Homo sapiens cDNA: FU21971 fis, done HEP057 4.2 

423248 AA380177 Hs.125845 ribu!ose-5-phosphate-3^pimerase 4.2 

425024 R39235 Hs.12407 ESTs 4.2 

447153 AA805202 Hs.173912 eukaTyolictranslaibnlnitialion factor 4A. 4.2 

447406 BE618060 Hs.282882 ESTs 4,2 

50 449347 AV649748 Hs.295901 ESTs 4.2 

414279 AW02t691 Hs.3804 DKF2P564C1 940 protein 4.2 

428856 AA436735 Hs.183171 Homo sapiens cDNA: RJ 22002 fis, done HEP066 4.2 

407872 AB039723 Hs.40735 frizzled (Drosophfla) homoiog 3 4,2 

__ 421502 AF111856 Hs.lOS039 solute carrier famfly 34 (sodium phosphate). 4,2 

55 436406 AW105723 Hs.125346 ESTs 4.2 

438209 AL120659 Hs.6111 K1AA0307 gene product 4.2 

443653 AA1 37043 Hs.9663 programmed cell death 6-interadlng protein 4,1 

454556 AW807073 gb:MR4-ST0062^311 99^1 W06ST0052 Homo sapl 4.1 

424834 AK001432 Hs.153408 Homo sapiens CDNAFU10570 fis. done NT2RP20 4.1 

OO 412593 Y07558 Hs.74088 early growth response 3 4.1 

416566 NiyL003914 Hs,79378 cydlnAl 4.1 

426342 AF0g3419 Ks,169378 multiple POZ domain protein 4,1 

428417 AK001699 Hs.184227 R«x only protein 21 , 4.1 

429317 AA831552 Hs.268016 solute carrier family 5 (inositol transporter 4.1 

65 446880 Aiai1807 Hs.108646 Homo sapiens cimFU12534 8s. done l^2RM40 4.1 

422988 AW673847 Hs.97321 ESTs 4.0 

434657 AA641876 H3.191840 ESTs 4.0 

412494 AL133900 Hs.792 ADP-rtbosylation factor domain protein 1.64l( 4.0 

„_ 443271 BE568568 Hs.195704 ESTs 4.0 

70 421437 AW821252 H5.104336 ESTs 4.0 

401644 0 4.0 

405095 0 4.0 

418417 R77182 gb7i65e02jl Scares placenta Nb2HP Homo sapi 4.0 

420807 AA280627 Hs,57848 ESTs 4.0 

75 429529 AA454190 H3.193811 ESTs. lAxIeratelyslmaar to reduced expresslo 4.0 

457726 AI217477 HS.194S91 ESTs 4.0 

431130 NM-006103 Hs.2719 eptdidyml^pedftc; whey-addic protein type 4.0 

453403 BE466539 Hs.51779 Homo sapiens cONAFU13591 fis, done PLACE10 4.0 

^_ 442768 AL048534 Hs.48458 ESTs. Weakly simHar to AtaJ8_HUMAN ALU SUBFAM 4.0 

80 413430 R22479 Hs.24650 Homo sapiens cC)NAFU13047 fis, done NT2RP30 4.0 

424081 NM-006413 Hs,139120 ribonudease P (30kO) 4.0 

425692 D90041 Hs.155956 NAT1; erylamine N-acetyf transferase 4.0 

407792 AI07771S Hs.39334 putathre secreted l^and homologous to Qxl 4.0 

408353 BE439838 Hs.44298 . hypothetical protein 4.0 
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421175 


AI879099 


Hs.102397 


(aOT-3 for gonsdotropcn tndudUs transcripl) 


a9 


420324 


AF163474 


Hs.96744 


OKFZP5B6O0823 protetn. Prostate androgefHesu 


a9 


417531 


NM_003157 


Hs.1087 


S6rine/Uireon!ne kinase 2 


3.9 


456924 


BE242158 


Hs^4427 


DKFZP58601646 protein 


3.9 


4001S5 






0 


19 


401480 






0 


19 


410360 


AW663690 




Bt)A|21g03j(1 Na_CGAP_U8 Homo sapiens cONA 


3l9 


410908 


AA121686 


Hs.10592 


ESTs 


3.9 


420159 


AI572490 


Hs.g97B5 


ESTs 


3.9 


422805 


AA43e989 


Hs.121017 


H2A histone famity; member A 


3.9 


424639 


AI917494 


Hs.131329 


ESTs 


a9 


426555 


NM.002214 


H5.184908 


Integitn, teHa 8 


19 


431699 


NM_001173 


Hs^67831 


Homo sapiens cDNA FU12952 lis. done MT2RP20 


19 


433703 


AA210863 


Hs^532 


nemo-Oce tdnase 


19 


437144 


AIj043466 


Hs.7859 


ESTs 


19 


452728 


Aigi5S76 


Hs^3970a 


ESTs 


19 


430447 


W17064 


HS.2414S1 


SWI/SNF related, matrix associated, aclin dap 


19 


440594 


AW445167 


Hs.126036 


ESTs 


19 


408938 


AA059013 


Hs^2607 


ESTs 


19 


427051 


BE178110 


Hs.173374 


ESTs 


19 


447568 


AF15S655 


Hs.16885 


CGI-116 protein 


19 


457211 


AW972565 


Hs.323g9 


ESTs, Wealdy simBar to Similar to Ena-VASP 1 


19 


443475 


AI066470 


Hs.134482 


ESTs 


19 


433447 


U29195 


Hs.3281 


neuronal pehtraxin It 


19 


426093 


AW594506 


Hs.104d30 


ESTs 

ESTs; Weakly similar to Ga^Pol potyprotein [ 


IS 


437938 


Aig50087 




18 


408829 


NM.006042 


Hs.48384 


heparan sulfate (glucosamine) 3-<>sulfbtransf 


18 


429250 


H5658S 


Hs.198308 


tryptophan rich t^c protein 


18 


441859 


AW194364 


Hs.128022 


ESTs. WeaWy similar to RG1 MOUSE RG-1 PROT 


18 


437700 


AA76&060 


Hs.122348 


ESTs 


16 


439560 


BE565647 


Hs.74899 


hypothetical protein FLJ12620 


18 


409564 


AA045857 


H5.54943 


fracture callus 1 (rat) homOtog 


18 


429474 


AA453441 


Hs.31511 


ESTs 


18 


431965 


BE175190 




gb:OV2-HT0577-0105C0-165^04 HT0577 Homo sapl 


18 


454018 


AW016892 


H5^41652 


ESTs 


18 


426320 


W47595 


Hs.16g300 


transforming growth factor, beta 2 


18 


439535 


AA477288 


Hs.94891 


Homo sapiens cDNA: FU2272g lis, done HSI156 


18 


417517 


AF001176 


Hs.82238 


P0P4 (processing of precursor , S. cerevlstae 


18 


446402 


AI681145 


Hs.160724 


ESTs 


18 


450236 


AW15299B 


Hs^4684 


KIAA1376 protein 


18 


410804 


U64820 


Hs.66521 


Machado>loseph disease (spinocerebellar alaxi 


18 


400268 






0 


18 


418217 


A1910647 


Hs.13442 


ESTs 


3.8 


421928 


ARJ137S8 


Hs.109543 


polyadenytate Wnding protefn-lnterading pro 


18 


417300 


AI765227 


Hs.55610 


solute earner family 30 (zinc transporter),. 


18 


414136 


AA812434 


Hs.178227 


ESTs 


3.8 


453945 


NM_005171 


Hs.36908 


activating transcription factor 1 * 


3.7 


400240 






0 


17 


407877 


AW016811 


Hs.234478 


Homo sapiens cONA: FU22648 fis. done HSI073 


17 


450581 


AF081513 


Ks.25195 


endometrial bleeding assodated factor (lefl- 


17 


418223 


N^L014733 


HS.S3790 


KIAA0305 gene product 


17 


411704 


AI499220 


Hs.71573 


hypothetical protein FU 10074 


17 


432712 


AB016247 


Hs.288031 


sterOt-CS^aturase (fungal ERG3, detta-&de 


17 


422809 


AK001379 


H3.121028 


hypothetical protein FU10549 


17 


402820 






0 


17 


408090 


BE173621 


Hs.292478 


ESTs 


17 


416421 


AA134006 


Hs79306 


eukaryoQc translation mitiatnn ^ctor 4E 


17 


418282 


AA215535 


Hs.g8133 


ESTs 


17 


418454 


AA315308 




gb:EST187095 Colon caminoma (HCQ cell Ene 


17 


418668 


AW407987 


Hs.87150 


Human done AgA2BR1 1 {CAqn/[GTG)n repeat-«on 


3.7 


422290 


AA495854 


Hs.48827 


hypothetic^ protein FU12085 


3.7 


432824 


AK001783 


Hs.279012 


hypothetical protein FU10921 


17 


439907 


AAe53978 


Hs.124577 


ESTs 


17 


447479 


AB037834 


Hs.18685 


Homo sapiens mRNA for KIAA1413 protein, parti 


17 


451073 


Al758g05 


Hs.206063 


ESTs 


17 


450377 


AB033091 


Hs.24g36 


ESTs 


17 


414343 


AL036166 


Hs.75914 


coated vesicte membrane protein 


17 


448807 


Ai571940 


Hs.7549 


ESTs 


17 


442821 


BE391929 


Hs.8752 


Putative type II membrane protein 


3.7 


426300 


U15979 


Hs.169228 


dett&4ike homolog (DrosopNta) 


17 


418068 


AW971155 


Hs^02 


ESTs, Weakly similar to prolyl 4-hydraxylase 


17 


411263 


BE297802 


Hs.69360 


klnesMe 6 (ndtoOc centromere-associated 


17 


443054 


AI745185 


Hs.8939 


yes-assodated protein 65 kOa 


17 


421154 


AA284333 


H3^7631 


Homo sapiens cDNA FU 14269 fis. done PLACE10 


3.7 


411402 


BE2978S5 


Hs.69855 


NRAS-relatad gene 


17 


450447 


AF212223 


Hs.25010 


hypothetx^ protetn P1S-2 


16 


414706 


AW340125 


Hs.76989 


K1AA0097 gene product 


3.6 


434228 


242047 


Hs^78 


ESTs; tQAA0738 gene product 


16 


434164 


AW207019 


Hs.148135 


ESTs 


3.6 


409533 


AW969543 


H3.21291 


mltogen-acttvated protein kinase kinase Unas 


16 


402222 






• 0 


3.6 


404915 






0 


3.6 


404996 






0 


3.6 


411560 


AW8S1ie6 




. gb:ll.3Cr022W5020(M)71-H05 CT0220 Homo sajrf 


3.6 
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419750 AL079741 HS.1831U Komo sapiens cOfMRJI 4236 fis, done NT2HP40 16 

426010 AA136S63 Ks.1975 Homo sapiens cONA: FU21007fis, done CAE038 3-6 

427038 KM_014633 Hs. 173288 KIAA0155 gens product 3.6 

439255 BE164500 gb:RC4-HT0469-2303Q{K)1^10 HT0469 Homo sapi 16 

5 458242 BE29956a Ks.28465 Homo sapiens cONA: FU21B69fis. done HEP024 3.6 

415115 AA214228 Hs. 127751 hypoUtetica) protein 16 

453468 W00712 Hs.32g90 DKFZP566F034 protein 3.6 

441205 AW137827 Hs.176504 ESTs 3.6 

452693 T791S3 Hs.4e589 zinc finger protein 228 . 3.6 

10 417389 BE260964 Hs.82045 ^^kine(neurft8orowth-p^omo&ng factor 2} 3.6 

448105 AW591433 Hs.170675 ESTs. Weakly simflar to TMSi.HUMANTRANSMEMBR 3.6 

451522 BES55817 Hs.25498 hypothetical protein FU21 657 16 

440046 AA897461 Ks.15846S ESTs. Weakly similar to envebpe protein [H.s 15 

419359 ALj043202 Hs.90073 chromosome segregation 1 (yeast homok)g)-Oke 15 

15 452030 AL137578 Hs.27607 Homo sapiens mRNA;cONAOI07p564N2464(&omc 15 

400666 0 15 

422546 H87863 Hs.151380 ESTs 3.5 

407846 AA426202 Hs.40403 Cbp/p3004nterBcting IransacSvator. with Gtu 15 

408730 AV660717 Hs.47144 DKFZP586N08 19 protein 15 

20 401517 0 15 

41377S AW409934 HsJ5528 nudeolar GTPase 15 

417177 NM-004456 Hs.81452 fatt^addO}enzymeAPgase.lQn^haIn4 15 

427943 AW959075 gb:ESn71 145 MAGE resequences. mGE Homo sapi 15 

439107 AL046134 Hs.27895 ESTs 15 

25 447268 AI370413 Hs.36563 Homo sapieo?cONA:FU 2241 6 fis, done HRC085 3.5 

412504 AW978324 Hs-47144 DKFZP586N081 9 protein 3.5 

427134 AA398409 Hs.l7356t EST 15 

430273 AI311127 Hs.12S522 ESTs 3.5 

436571 AW137159 Hs.l46151 ESTs 15 

30 433037 NM_014158 Hs.279938 HSPC067 protein 15 

453745 AA952g89 Hs.63908 Homo sapiens HSPC31 6 mRNA. partial cds 3.5 

400531 AF151064 Hs.36069 hypotiieticai protein 15 

433345 AI681545 Hs.152g82 EST duster {not In UntGene) 3.4 

406400 AA343629 Hs.104S70 katHkrein 8 (neuiopslntovasin) 14 

35 407596 R86913 gb:yq30fO5j1 Scares fetsl liver spleen 1NFLS 14 

453779 N3S187 Hs.43388 ESTs 14 

444658 Ai 199738 Hs.208275 ESTs, Weakly similar to unnamed protein produ 3.4 

447688 N87079 Hs.19236 NADH dehydrogenase (ubiquinone) 1 l}ela $ut)com 14 

424856 AA347746 Hs.9521 ESTs, WeaWyslmnar to KIAA1 01 5 protein [H.s 3.4 

40 407864 AF0S9291 Ks.40539 chromosome 8 open reading frame 1 3.4 

404108 0 3.4 

403729 0 3.4 

404232 0 3.4 

423687 AA329633 Hs.133011 ESTs. Highly similar to 21 17_HUMAN ZINC RNGE 3.4 

45 428372 AK000684 Hs.183887 hypothetical protein FU221 04 14 

439741 8E379646 Hs.6904 Homo sapiens mRNAfuti length Insert cOlM do 14 

441447 AA934077 Hs.126980 ESTs 14 

448358 R44433 Hs.106614 Human DNA sequence from done RP4-534)C7 on ch 3.4 

450926 AI744351 Hs.205591 ESTs. Weakly similar to zinc finger protein P 3.4 

50 458477 NM_000314 Ks.10712 phosphatase and lensin homolog (mutated in mu 3.4 

421379 Y15221 Hs.103982 small inducible cytokine subfamily B(Cys-X-C 3.4 

452822 X85689 Hs.288617 Homo sapiens cDNA: FU22621 fis, done HSI056 14 

441111 AI806867 Hs.126594 ESTs 3.4 

447519 U46258 Hs.23448 ESTs - 14 

55 446913 AA430650 Hs.t6529 transmembrane 4 superfamHy member (tetraspan 14 

449581 AI989517 H5.181605 ESTs 14 

455132 BE219771 Hs^37146 Homo sapiens cDNAFU14234 fis, done NT2RP40 14 

448186 AA262105 Hs.4094 Homo sapiens cDKAFU 14208 fis, ckme NT2RP30 14 

422611 AA158177 Hs.118722 fiicosyltransferaso8(alpha(1,6)fucosyltran * 14 

60 441433 AA933809 Hs.42746 ESTs 14 

417837 AL079905 Hs.1103 transforming growth fador, beta 1 14 

450516 AA902656 Hs.21943 NIF3 (t^gg! InteracHng factor 3, S.pombe homo 14 

407798 AA19S509 Hs.272239 lymphocyte sctivalion^sodated protein 13 

^_ 419200 AW966405 Hs.288856 prefddlnS 3.3 

65 423161 AL049227 Hs.124776 Homo sapiens mRNA;cONADKFZp564N11 16 (from c 3.3 

445679 AI343868 Hs.56800 Homo sapiens cONAFU12488 fis. done HT2RM20 13 

435014 BE560898 Hs.10026 • n-bosomat protein L17 isolog 13 

446619 AU076643 Ks.313 secreted phosphoprotein 1 (osteopontin. bone 13 

439170 AA332365 Hs,165539 ESTs 13 

70 429830 AI537278 Hs.225841 DKFZP4340 193 protein 13 

428943 AW086180 Hs.37636 ESTs. WeaWy similar to KIAA1 392 protein [H.S 13 

445817 NM_003642 Hs.1-3340 histone acetyltransferase 1 13 

408805 H69912 Hs.48269 vacdnia related kinase 1 13 

441134 W29092 Hs.7678 cellular retlnoic add^ding protein 1 13 

75 408532 A1453137 Hs.63176 ESTs 13 

409517 X90780 Hs.54668 troponin I. cardiac 13 

414304 AI621276 Hs.165998 DKFZP564M2423 protein 13 

436427 AI344378 Hs.143399 ESTs 13 

„^ 436662 AI5B2393 Hs.126695 ESTs 13 

80 440304 BE1S9984 Hs.125395 ESTs 13 

447385 F12863 fib:HSC3FE081 nonnatized infant brain cONA Horn 13 

451177 Aig69716 Hs.13034 ESTs 13 

428949 AA442153 Hs.104744 ESTs. Weakly sinto to AF208855 1 BAM)1 3 [H. 3.3 

451743 AW074256 Hs.23071 .ESTs 13 
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421515 


Y11339 


Hs.105352 


446351 


AW444551 




435102 


AW899053 


Hs.76917 


418216 


AA662240 


Hs 283099 


401 SOB 






437108 


AA434054 


HS.8Q624 


416530 


U62801 


Hs.79361 


443171 


BE281128 


K5.9030 


458627 


AW088642 


K5.97984 


412078 


X6g899 


H3.73149 


414080 


AA135257 


Hs.47783 


401197 






422134 


AW179019 


Ks.112110 


409044 


A1129586 


Ks.33033 


416198 


H27332 


Hs.99598 


436481 


AA379597 


H3^199 


436525 


AA721428 


Hs^6145 


409142 


AL136877 


Hsi0758 


428819 


AL135623 


Hs.1 93914 


428728 


NM_01662S 


Ks.191381 


421261 


AA600853 


Ks.98133 


446219 


AI267344 


H5.1 49827 


457574 


H88717 


Hs.27774 


409172 


Z99399 


Ks.118145 


419388 


T67012 


K3.75323 


434187 


AA627098 


Ks.g9103 


445060 


AAB30811 


Hs.88808 


448254 


AI823900 


Hs.22329 


452943 


BE247449 


Hs.31082 


411393 


AW797437 


Hs.69771 


453775 


N[^002916 


Hs.35120 


408418 


AW963897 


Hs.44743 


442025 


AW887434 


Hs.n810 


417006 


AW673608 


Hs.80758 


407881 


AVV072003 


Hs.40968 


444755 


AA431791 


Ks.1 63001 


402829 






451593 


AF151879 


hs.26706 


419926 


AW900992 


Hs.93796 


434551 


BE387162 


Hs.280858 


445929 


AI089660 


Hs.7838 


409365 


AA702376 


Ks,226440 


418836 


A1655499 


Hs.161712 


441020 


W79283 


Hs.35962 


422363 


T55979 


Hs.1 15474 


413010 


AA393273 


Hs.75133 


452092 


BE245374 


Hs.27842 


410486 


AW235094 


Hs.1 93424 


434540 


NM_016045 


HS.51B4 


409178 


BE393948 


Hs.50915 


439480 


AIJ038511 


Hs.1 25316 


417848 


AA20S5d1 


Hs.39457 


446293 


AW20213 


Hs.1 49722 


408108 


A1580492 


Hs.42743 


415947 


U04045 


Ks.78934 


410519 


AW612264 


Hs.1 31705 


421987 


AI133161 


Hs.286131 


440046 


AW402306 


Hs.6877 


453931 


AL121278 


Hs.25144 


454423 


AW603985 


H5.179662 


459089 


F13036 


Hs^7373 


418735 


N48769 


Hs.44609 


414245 


BE148072 


H5.75850 


410909 


AW898161 


Hs^3112 


434926 


BE543269 


H5.502S2 


409239 


AA740875 


Hs,44307 


429017 


AA463805 


Hs.238995 


447072 


061594 


Hs.1 7279 


426514 


BE616633 


Hs^l122 


448133 


AA723157 


Hs737fi3 


418792 


A6037805 


Hs.88442 


427528 


AU077143 


hfe 179565 


402077 






44067t 


AW297920 


Hs.130054 


419890 


X17360 


Hs.27a255 


406687 


M31126 


Hs.272620 


409151 


AA306105 


Hs.50705 


431221 


AA449015 


KS.28614S 


443584 


A1807038 


Hs.101619 


445525 


8E149&66 


Hs.14831 


410441 


BE29a210 




422634 


NM.016010 


Hs.1 18821 


420022 


AA2562S3 


Hs.120817 


453912 


AL121031 


Hs.32556 



GalNAc atpha-2. &^afyttransfer3se 1. long f 
ESTs 

Fto only protein 8 
AF15q14 protein 
0 

Homo sapiens cONA: aJ23442 fis, dona HSI009 

kamiaein 6 (neurosla zynte) 

TONDU 

ESTs; Weakly similar to WASP-famOy protein [ - 
paired box, gene 8 

ESTs, Weakly sImBar ta T1 2540 hypothetical p 
0 

ESTs 
ESTs 
ESTs 

HSPC1 50 protein similar to utrfqiitln-conjugal 

Homo sapiens cDHA RJ14127 fis, dorie MAMMA10 

chiomosome-assodated polypeptide C 

KIAA0575 gene product 

ESTs; Weakly stmflar to hypotheBcal protein 

ESTs 

ESTs 

ESTs. Highly simSIar to AF161349 1 HSPC086 IH 

ESTs 

pruhibltln 

ESTs, WeaWy similar to 138428 T-complex prot 

ESTs 

ESTs 

hypothetical protein FU10525 
B-£3Ctor, properdin 

replication (actor C (activator 1] 4 (37kO} 
KIAA1435 protein 

ESTs. WeaMy simHar to CD4.2 [Cetegans] 

aspartyi-tRNA synthetase 

heparan sulfate (glucosamine) 30-5ulfotransf 

ESTs 

0 

CGt-121 protein 
DKFZP586D2223 protein 

ESTs. HfiMy similar to XPB_HUMAN DNA^EPAIR 

makorin. ring finger protein, 1 

Homo sapiens done 24881 mRNA sequence 

ESTs 

ESTs 

reptication factor C (activator 1} 3 (38kD) 

transcription factor 6-ltke 1 (mitochondrial 

hypothetical protein FU11210 

ESTs. Weakly similar to KIAA1 064 protein (Rs 

TH1 drosophiiahomdog 

kallikrsinS 

ESTs 

ESTs 

ESTs 

hypothetica] protein 

oujtS (E. coH) homotog 2 (colon cancer, nonpo 
ESTs 

CG)-101 prot^ 
hypothetica] protein FU 10483 
ESTs 

rutdeosome assembly protein Uike 1 

Homo sapiens mRNA; cDNA OKFZp56401763 (from c 

ESTs . 

WAS protein family, memlwr 1 

ESTs, Weakly stmDar to ALU8_HUMAN ALU SUBFAM 

Homo sapiens HSPC283 mRNA, partial cds 

ESTs 

ESTs 

tyrosytpmtein suitotransferase 1 

bone morphogenelic protein 7 (osteogenic prot 

folate rec^torl (adult) 

KIAA1384 protein 

minichromosome maintenance deficient (S. cere 
0 

ESTs 

homeobox04 

pregnancy specific beta-1-gtyooprotein 9 
SEC22, vesicle Irafftcking protein (S. cerevi 
SRB7 (suppressor of RNA polymerase B; yeast) 
ESTs 
ESTs 

gb:601118016F1 rflH_MGC.17HomosaptsnscDNAc 

CGI^2 protein 

ESTs 

KIAA0379 protein 
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456844 


AI264155 


H3.1 52981 


COP-cflacylstyoefQl synthase (ptiosphatidalB cy 


3.0 


414941 


C14865 


HS.1B21S9 


ESTs 


3.0 


407807 


AtJ031427 


Hs.40094 


Human DNA sequence from done 167A19 on chrom 


3.0 


414725 


M769791 


Hs.120355 


Homo sap!ens cONA FU1 3148 fis. done NT2RP30 


3.0 


444420 


AI148157 


Hs.146766 


ESTs 


3.0 


431742 


NM_016652 


Hs.26a2ai 


CGt.201 protein 


3.0 


412519 


AAig8241 


Hs.73980 


troponin Tl.skeletBl, slow 


3.0 


418348 


AI537167 


Hs.96322 


Homo sapiens cDNA: FU23560 fis, done LNG098 


3.0 


444261 


AA2969^ 


Hs.10724 


MOS023 protein 


3,0 


457465 


AW301344 


Hs.1 95959 


ESTs 


3.0 


443933 


A1091631 


Hs.135501 


Homo sapiens two pom potassium channel KT3.3 


3,0 


442150 


AI3S815e 


Hs.128864 


ESTs 


3.0 


414883 


AA926960 


Hs.77550 


CDC28 protein kinase 1 


3.0 


442879 


AF032922 


HS.B813 


syntaxin binding protein 3 


3.0 


437949 


U78519 


Hs.41654 


ESTs 


3.0 


403515 






0 


3.0 


403864 






0 


3.0 


407785 


AW20728S 


Hs.98279 


ESTs 


10 


426199 


AA371865 


Hs.97090 


ESTs 


3.0 


426324 


AW29t787 


K5.200933 


ESTa 


3,0 


427738 


NNL000318 


Hs.180612 


peroxisomat membrane protein 3 {35ld), ZeOweg 


3.0 


427837 


U87309 


Hs.180941 


vacuolar protein sorting 41 (yeast homolog) 


3.0 


439430 


AF124250 


Hs.6564 


breast cancer an&«strogen resistance 3 


3.0 


442039 


AW276240 


Hs.128352 


ESTs. Weakly similar to p80 [Rjiorvegicus] 


3.0 


446978 


NM_001938 


Hs.16697 


down-regui^ of transcription 1» TBP-bintfin 


3.0 


452431 


U88879 


Hs.29499 


tolMikerece^r3 


3.0 


452841 


T17431 


Hs.65412 


DEAO^I (Asp-GliKAIa-Asp/His] box polypeptide 


3.0 


432114 


AL036021 


Hs.225597 


ESTa 


3.0 


445640 


AW989626 


Hs.31704 


ESTs. Wealdy similar to KIAA0227 {H.sapiens] 


3.0 


442607 


AA507576 


Hs.288361 


KIAA0741 gene product 


3.0 


453920 


A1133148 


Hs.36602 


1 factor (complement} 


3.0 


430000 


AW205931 


Hs.99598 


ESTs 


3.0 


429164 


AI688663 


Hs.1 16586 


ESTs 


3.0 


453331 


A)240685 


HS.B895 


ESTs 


3.0 


448663 


BE614599 


Ks.106823 


H.8aplens gene from PAC 42616, similar to syn 


3.0 


425776 


U2S128 


H5.159499 


parathyroid hormone receptor 2 


3.0 


401714 






0 


3.0 


400903 






0 


3.0 


428428 


AL037544 


Hs.184298 


cycfin-dependenl kinase 7 (homotog of Xenopus 


3.0 


443761 


A1525743 


Hs.160603 


ESTs 


3.0 


451640 


AA195601 


Hs.26771 


Human DNA sequence from done 747H23 on chrom 


3.0 


442S80 


At733682 


Hs.130239 


ESTs 


3.0 



TABLE 10B: 

Pkey. Unique Eos probesel identifier number 
C^T number: Gene cluster number 
Accession: Genbank accession numbers 



Pkey C^T Number Accession 

407596 1003489.1 R86913 R86901 H25352 R0137O H43764 AW0444S1 W21298 

409753 1t539i.t AUW3212 AA077575 AA077655 R19502 BE545457 A1638421 R14093 

410360 1197225.-2 AWB636g0 

410441 120358.1 BE298210 AI672315 AW086489 BE298417 AA455921 AA902537 BE327124 R14953 AA085210 AW274273 A1333584 AI369742 AI039658 

AI885095 AI476470 AI287650 AI8BS299 Aig85381 AW592624 AW340136 AI266556 AA456390 AI31081 5 AA484g51 
41 1560 1249443.1 AW8S1 186 AW996967 BE143456 

414315 14351^1 Z24878 AA494098 F136&4 AA494040 AA143127 

418417 1750818.1 R77182 R77197 RB0484 

418454 175699_1 AA315308AA223392BE538098BE087173 
419346 184129J AI830417AA236612 

424770 243504.1 AA425562 AI880208 AA346646 N22655 AW8t1775 AW81 1785 

427943 28480^.1 AW959075W06838AA417863 
431965 33959J BE175190 BE003348 

436812 427323.1 AW298067AA731545 AA810101 AW194180AI690673 AW97B773 

437938 44573.2 AI950087 N70208 R97040 N36809 A13081 19 AW957677 N35320 AI251473 H59397 AW971573 R97278 W01059 AW967671 AA908598 

AA251875 AI820501 AI820532 W87891 T85904 U71456 T82391 BE328571 T75102 R34725 AAB84922 BE328517 AI219788 AA884444 
N92578 F1 3493 AA927794 A1560251 AW874068 AL134043 AW235363 AA663345 AW008282 AA488964 AA2831 44 A1890387 AI950344 
AI741346 AI689062 AA282915 AW102898 AI872193 AI763273 AW173586 AW15032g At&53832 At762688 AA988777 AA486892 AI356394 
AW103813 AI539642AA642789AA856975AW505512AI961530AW629970BE612881 AW276997 AW513601 AW512843 AA044209 
AW8S6538 AA180009 AA337499 AW961 101 AA2S1669 AA251 874 AI819225 AW205862 AI683338 AI858509 AW276905 AI633006 AA972584 
AA908741 AW072&29 AW5139g6 AA293273 AA9&975g N75626 N22336 H84729 H60052 T92467 AI022058 AA78041 9 AA551005 W80701 
AW613456AI373032AI564269 F00531 H834B8W37181 W78802 R66056 A1002639 R67840 AA30Q207 AW959581 T63226F04005 . 

439255 470321.1 BE164500AA8321 98 BE 164502 

447385 719912,1 F12863 AI377223 n5099 

454193 1050256.1 BE141183 AW178167 AW178162AW178166AW178172AW845893AW17B159 AW178222AW178213 AW178215AW178030AW178091 

AW178161 AW178207 AW178210 AW17a214 AW178212 BE140918 BE140917 AW178135 AW178205 AW178209 AW178223 AW178220 
AW178206 AW178203 AW178165 AW178168 AW1 78160 AW178136 AW845878 AW178131 AW178138 AW178105 AW845894 AW178129 
AWB45810 AW84582a AW178216 AW1781 1 2 AW17821 1 AW178224 BE140915 AW178221 AW178130 AW1781 34 AW178096 AW178108 
AW178133AW178164AW178218AW178171AW178157AW178158AW178103BE1411B9AW178170AW845816BE141586 
AW178104 AW178163 AW178093 AW1 78208 AW178137 AW178140 AW178219 BE141592 AW&45901 BE141580 AW178155 BE141598 
BE140957 

454556 1223878 J AW807073 AW8070S5 AW807067 AW807276 AW807030 AW807363 AW845892 AW807091 AW807275 AW807284 AW807287 AW84589 1 

AWB07195AW807271 
454933 1245515 1 BE141714AW845993AW845989 



175 



wo 02/102235 



PCTAJS02/19297 



TABLE IOC 

Pkey: Unique number oorrespondins to an Eos prabeset 

Raf: Sequence source. The 7 d^H rawnbera in this column are Genbank fdentifier (0) numbers. Dunham I. et aL" refers to the publicalion entitled The DtM sequence of 

human chromosome 7T Dunham, et aL (1939) ^ture 402:43^95 
Strand: indicates DNA strand from which axons were prec&ted 
NLposilion: Indicates nucleotide positions of pretfictedexons 



Pkey 


Ref 


Strand 


Ntjnsttion 


400534 


6981826 


Minus 


278637-279292 


400666 


8118496 


Plus 


17982-18115.20297-20456 


400903 


2911732 


PhJS 


59112-59228 


401197 


9719705 


Ptus 


176341-175452 


401480 


7321503 


Plus 


166120-165347.166451.166557,169651-169832 


401508 


7534110 


Minus 


110779^110383 


401517 


7677912 


Rus 


29278-29770 


401644 


8576138 


Plus 


82655^959 


401714 


6715702 


Rus 


96484-96681 


40M77 


8117414 


Rus 


65014-65195 


402222 


9958106 


Plus 


3261-3834,3939-4269 


402408 


9796239 


Minus 


110325-110491 


402820 


6456853 


Minus 


82274-82443 


402829 


8918414 


Rus 


101532-101852.102006-102263 


403381 


9438267 


Mnus 


26009-26178 


403515 


7656757 


Mnus 


173358-179553 


403729 


7543752 




37662-37909L. 


403864 


7709019 


Minus 


51753.51890,79290-79445 


404108 


8247074 


Minus 


63603-64942 


404232 


8218045 


Minus 


71800-71956 


404552 


7243881 


Plus 


19854-20010 


404567 


7249169 


Minus 


101320-101S01 


404599 


8705107 


Plus 


110443-110733 


404915 


7341766 


Minus 


100915-101087 


404996 


6007890 


Plus 


37999-38145,38652-38998,39727'39872,40557-40674,42351-42450 


405095 


8072599 


Rus 


138877-139066 


4060S9 


9117732 


Rus 


68880^374 


406117 


9142932 


Plus 


54304-54584 



Table 1 1 A lisis about 222 genes up-regutated in ovarian cancer compared to nomial adult tissues that are likely b encode extraceliutar or cetl-surface proteins. These were 
selected as fiar Table 1 0A. except that the ratio was greater than or equal to ZO, and the predicted protein contained a structural domain that is Indicative of extraceliutar 
localization (e.g. ig. fn3, egf, 7tm domains, signal sequences, transmembrane domains). Predicted protein domains are noted. 

TABLE 1 1 A: ABOUT 222 UP-REGULATED GENES ENCODING EXTRACELLUUWCELL SURFACE PRQTBNS. OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

Ex.Accn: Exemplar Accession 

UGID: UnlGenelD 

Title: UniGenefitle 

PFAM domains: predicted pmteln stnictural domains 
raOo: ratnhJmorvsnomial tissue 



Pkey 


Ex.Accn 


UGtD 


Title 


PFAM domains 


ratio 


400292 


AA250737 


HsJ2472 


BMPRrlb; bone morphogenetfa; pro 


pkinase>Vcfivin_recp 


30.0 


400289 


X07820 


Hs^256 


Matrix Mstalloprotetriase 10 (Strom 


SS,hemopexIn. Peptldas 


25.2 


427585 


031152 


Hs.179729 


collagen; type X; alpha 1 (Schmid m 


C1q,Coltagen 


22.7 


436982 


A6018305 


Hs^78 


spondin 1, (f-spontfin) extracelhjiar m 


tsp.1 


19.0 


42B579 


NM.005756 


Hs.164942 


G protein-coupled receptor 64 


TM 


17.4 


443646 


AI085198 


Hs.298699 


ESTs 


TSPN.wn;,tspJ.EGF 


16.1 


436209 


AW850417 


Hs,254020 


ESTs. Moderately simitar to unname 


TM 


14.1 


416601 


AA2794gO 


Hs.86368 


catmegtn 


SS,calrelkniIIn 


13.8 


428532 


AF167326 


Hs.184786 


TBP-interactmg protein 


TM 


13.6 


427344 


NM_000869 


Hs.2142 


S-hydroxytjyptaintne (serotonin) rec 


TM.neurjchan 


11.8 


432677 


NM»00M82 


Hs.278611 


UOP-N^tyV^pha-IVgalactosandn 


TM,Glyco3,transt_2.Ri 


11.0 


404567 


NM_015902 


Hs.278428 


progestin induced protein pD5) 


TM,HECT,zf-U8R1 


10.8 


445537 


AJ245671 


Hs.12844 


EGF-Gke-domain: muIUple 6 


SS,MAM.E©^ 


8.9 


409928 


AL137163 


Hs.57549 


hypothetical protein dJ473B4 


TM.MSP_domain 


8.8 


407001 


U12471 


Hs.247954 


Human thrombospondln-1 gene, par 


TSPN,vwc.lsp_l,EGF 


8,5 


453370 


AI470523 


Hs.182356 


ESTs, Moderately similar to translat 


ABC_tran,ABC_membr 


8.4 


400298 


AA032279 


Hs.61635 


STEAP1 


TM 


8,1 


431725 


X65724 


Hs.2839 


Nonle disease [pseudogSoma] 


SS.Cys_knot 


7.9 


429609 


AF002246 


Ks.210863 


cdl adhesion motecule with homolo 


TM.fh3,ig 


7,8 


412170 


D16532 


Hs.73729 


very tow density lipoprotein recepto 


TM,ULrecepLa.ldljec 


7.4 


428954 


AF100781 


Hs.194678 


Wl^l Inducible signaling pathway 


SS.IGFBP.CysJ(nol.tsp 


7.4 


418007 


M13509 


Hs.83169 


Matrix mstaltoprotease 1 (interstiOa 


SS.hemopexln,Pep1idas 


7,2 


424001 


W67883 


Hs.137476 


KIAA1051 protein 


Pep_M12B_prDpep.Rep 


7.2 


456965 


AW131888 


Hs.172792 


ESTs. Weakly similar to hypothellca 


TM 


7.1 


446142 


AI754693 


Hs.145968 


ESTs 


Cadherin.C_temi,cadhe 


7.0 


415138 


018356 


Hs.78045 


tissue factorpathway Inhibitor 2 TFP 


Kunltz^BPUG^amma 


6.8 


438167 


R28363 


Hs.24286 


ESTs 


7tm_l 


6.6 


452097 


AB002364 


Ks.27916 


ADAM-TS3: adistntegrtn-Okeand 


Pep_Ml 2B_propep,R8p 


6.4 


449048 


Z45051 


Hs.22920 


similar to S68401 (catlla) glucose in 


SS 


S.B 


425371 


D49441 


Ks.155981 


mesotheHn 


SS 


5l7 


407945 


X63208 


Hs.606 


ATPase, Cu++ transporting, alpha p 


TM,El.E2JVTPase,Hy 


5.6 


424520 


AA101043 


Hs.151254 


taffikrein 7 (chymotiyptic; strahjm c 


SS.trypsin 


5.5 


420362 


U79734 


Hs.97206 


. hunlingtin (nteradino protein 1 


TM.EMTHUWEQ 


5.4 
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413384 


NVL000401 


Hs.75334 


exostoses (muU^a) 2 


TM 


5.3 


425154 


NMJ)01851 


H3.1 54850 


ooflaQen, ^pe DC, alpha 1 


Cotlagen,TSPN 


5.2 


411945 


ALJD33S27 


H3.92137 


v-myc s^an myelo^toniatDsis viral 


TGF-betaTGFb_propep 


5.1 


415539 


AI733881 


Hs.72472 


BMPR*!!): bone m(v;tft098ne& pro 


pkinase.A^rvinjecp 


5.1 


43B018 


AK001160 


Hs.5999 


hypottteScal fvoteln FLJ10298 


TM 


4.9 


424539 


102911 


Hs. 150402 


acSvIn A receptor, ^pe 1 


AcQvtnjecpiptinase 


4.8 


4S037S 


AA009647 


Hs.8850 


a disintegHn and rnetaHofMxAeinase d 


disintegrin,Reprolysin,P 


4.7 


451634 


AF216751 


Hs.26813 


CQA14 


TM 


4.6 


400236 


AA305627 


HS.13933& 


ATP-fabuSng cassette; sut>4am3y C 


TM,ABC.tren^C,m 


4.6 


429597 


NM_003816 


Hs.2442 


a dlslntegrin and metaltoprotelnase d 


TM " 


4.5 


400534 


AP000541 




predicted exons 


TM.KRAB,zK:2H2 


4.5 


425506 


N^U303666 


Hs.1 58205 


basic leucine zipper nuclear factor 1 


TM,Folate_carTier 


4.5 


413472 


BE242870 


Hs.75379 


sotute carrfer faniSy 1 (glial h^h a? 


TM,SDF 


4.4 


449535 


W15267 


Hs^672 


low density lipoprotein receptor-rela 


SS,WljecepLb.Wtrece 


4,4 


452028 


AKOOISSg 


Hs^7595 


hyp(Mical protein FU10997 


Zrv.cart}Opept.Propep M 


4.3 


41B693 


AI750878 


Hs.87409 


thiombospon(fin 1 


EGF.TSPN.tsp_1,tsp 3, 


4.3 


410361 


BE391804 


Hs.62661 


guanylate binding protein 1, interfer 


TM,GBP 


4.2 


407872 


AB039723 


Hs.40735 


fttuled {Drosophita) homolog 3 


FrizzIed.Fz.7tm,2 


4.2 


421502 


AF1 11856 


Hs.105039 


solute carrier fantOy 34 (sodium pho 


TM,Na_PLcotrans 


4.2 


412494 


AL1 33900 


Hs792 


AQP-^bosytallon factor domain pro 


artzfajXMUf-C3H04 


4.0 


405095 


NM_014479 


Hs.1 45296 


disintegrin protease 


f^pro)ystn,dlslntegr1n 


4.0 


431130 


NM-006103 


Hs^719 


epidtdymls-specilic; whey-acidic pro 


SS.wap 


4.0 


407792 


AI077715 


Hs^9384 


. putaOva secreted ligarvl homologous 


SS 


4.0 


408829 


NM_006042 


Hs.48384 


heparan sulfate (glucosamine] 3^ 


TM 


18 


450581 


AF081513 


Hs^5195 


endometriaLjtleedlng assodated taai 


SS,TGF-beta,TGFb_pro 


ZJ 


432712 


AB016247 


Hs^88031 


stercd-C^esaturase (hjngal ERG3, 


TM,SteroLdesat 


a7 


450447 


AF212223 


H5.25010 


hypothattcal protein PI 5-2 


TM!ANFjeceptor,gu3n 


ae 


414706 


AW340125 


H5.76989 


KIAA0097 geno product 


TM 


3.6 


417389 


BE260964 


Hs.82045 


^^dkIne (neunte growth-promoling 


TM.PTN_MK 


3.6 


400866 


X07820 


HS.225B 


Matrix Metatloprc^elnase 10 (Strom 


SS^emopexin,Peplidas 


15 


406400 


AA343629 


Hs.104570 


kaDStrein 8 (neuropsin/ovasin) 


SS,trypsIn 


a4 


407864 


AFQ69291 


Hs.40539 


chromosome 8 open reading fi^me 1 


TM,FHA.BRCT 


3.4 


452822 


X85689 


Hs.288617 


Homo sapiens cDNA: FU22621 fis, 


EGF.fh3,pkina$e 


a4 


446913 


AA430650 


Hs.t6529 


transmembrane 4 superfamlly msmb 


TM.transmembrana4 


3.4 


422611 


AA158177 


H5.1 18722 


fiicosyltransferase 6 (alpha (1*6) fuc 


SS 


a4 


423161 


AL049227 


Hs.1 24776 


Homo sapiens mRNA; cDNA DKFZ 


cadherin,Cadher1n_C te 


a3 


435102 


AW899053 


Hs.76917 


F4x)x only protein 8 


TM,Sec7 


as 


416530 


U62801 


Hs.79361 


kallikr^n 6 (neurosln. zyme) 


SS.TM,tfypsin 


as 


401197 






predicted exons 


arf.Ets 


aa 


436525 


AA721428 


Hs.26145 


Homo sapiens cOt^ FU 14127 fis, 


TM 


a2 


452943 


BE247449 


Hs.31082 


hypothetical protein FU10525 


TM 


a2 


411393 


AW797437 


Hs.69771 


B-{actor, properdin 


SS,sushl,trypsb),vwa,fib 


a2 


407881 


AW072003 


H5.40968 


heparan sulfate (glucosamine) $-0-8 


SS 


a2 


418836 


AI655499 


Hs.1 6171 2 


ESTs 


pklnase,Activln_recp 


a2 


409176 


BE39394d 


Hs.50915 


kaHikr^S 


SS, trypsin 


ai 


421987 


A(133161 


Hs,285131 


CG1-1Q1 protein 


TM 


ai 


447072 


D81594 


Hs.17279 


tyrosylprotdn sulfotransferase 1 


SS 


ai 


426514 


BE616633 


Hs.301122 


bone nuirphogenetic protein 7 (osteo 


SS,TGFbj)ropeptide,T 


ai 


448133 


AA723157 


Hs.73769 


folate receptor 1 (adult) 


TM 


ai 


406687 


M31126 


Hs.272620 


pregnancy specific beta-1-glycopmt 


SS.Pepedase_M10,hem 


ai 


456844 


AI264155 


HS.1S2981 


COP-diacylglycerol synthase (phosp 


TM.Cytldyfy!tr3ns 


ao 


414725 


AA769791 


Hs.120355 


Homo sapiens cONA FLJ13148 Gs, 


SPRY.7lnLl 


ao 


407785 


AW207255 


Hs.98279 


ESTs 


Sema,ig 


ao 


427738 


NM.000318 


Hs.180612 


peroxisomal membrane protein 3 (35 


TM,zf-C3HC4 


ao 


452431 


088879 


Hs.29499 


toll-tike receptor 3 


TM,TIR,LRRCT 


ao 


453920 


A1133148 


Hs.36602 


1 factor (cornplemeni) 


tdlJrecepLa,trypsin,SRC 


ao 


453331 


AI240665 


Hs.8895 


ESTs 


disintegrin,Reprolyan,P 


ao 


425776 


U25128 


Hs.1 53499 


parathyroU hormone receptor 2 


TM,7tnvJ 


3.0 


428428 


AU037544 


Hs.1 84298 


cycQn-dependent kinase 7 (homobg 


TM,pklnase 


ao 


407910 


AA650274 


Hs.41236 


fibfonecfin leudne rk^ transmembra 


TM,UVICT.UWWT,U^ 


2.9 


408380 


AF123050 


Hs.44532 


dtubiquifin 


TM,ubiquitIa7trTL3,AN 


2.9 


407783 


AW996872 


Hs.1 72028 


a dlsintegrin and metaltoprotelnase d 


disintegrtn,R^oIysIn 


Z9 


420757 


X78592 


■ Hs.99915 


androgen receptor (dlhydrotestostero 
wingless-type MMTV integration sit 


TM,Androgen^ecep,ho 


2.9 


424406 


D54120 


Hs.146409 


cadherin,Cadherin„C_te 


2.9 


428549 


AA43O064 


Hs.220929 


ESTs, Moderately simitar to ARF-fa 


arf 


Z9 


419452 


U33635 


Hs.90572 


FTK7 protein tyrosine Unase 7 


TM^pklnasajg 


2.9 


452281 


T93500 


Hs.28792 


ESTs 


TGFbjiropep6de,T(^- 


2.9 


420440 


NM_002407 


Hs.97644 


manunaglobin 2 


SS.Uteroglobln 




418848 


AI820961 


Hs.193465 


ESTs 


pkinase,AcQvlnjecp 




421991 


KM-014918 


Hs.1 10488 


K1AA0990 protein 


SS 


2.9 


433190 


(ut26901 


Hs.3210 




SS,asp 


2.9 


424538 


NM.005095 


Hs.1 50390 


zinc finger protein 262 


TM 


2.8 


433002 


AF04fl730 


Hs.279906 


cycfinTI 


SS 


2.8 


444342 


NM_014398 


Hs.10887 


similar to lysosome-associated mem 


TM,Lamp 


ZB 


430598 


AK0017&4 


Hs.247112 


hypothetk^ protein FU 10302 


TM 


ZB 


428450 


NM_014791 


Hs.184339 


KlAAOUSgene product 


TMj)kin3se,KA1 


2.8 


450171 


AL133661 


Hs.24583 


hypothetical protein DKFZp434C03 


TM 


2.8 


423554 


Mg0516 


Hs.1674 


ghitamin&lnclose^phosphate tran 


TM.GATaseJ,StS 


ZB 


430016 


NWL004736 


Hs.227656 


xenotropic and potytropic retrovirus 


TM 


Z8 


417866 


AW067903 


Hs.82772 


collagen, type XI. alpha 1 


CDlla3en,C0LFlJSPN 


2.8 


424894 


H83520 


Hs.153678 


reprodudton 6 


SS,U8X 


2.8 


430651 


AA961694 


Hs.105187 


kinesin protein 9 gene 


SS 


Z7 


414853 


031116 


Hs.77501 


saroogtycan, beta (43kD dystrophin- 


TM 


Z7 


446595 


AB014544 


Hs^1572 


. K1AA0644 gene product 


THIKRCT.LRR 


Z7 
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452835 


AK001269 


Hs.30738 


ESTs 


TM 


2.7 


403019 


AAS34626 


Hs.66718 


RAD54(Sxerevis}ae>^ 


SS^^jtroSferd 


2.7 


420281 


AI6235g3 


Hs.191533 


ESTs 


Cafion.efflux 


17 


434815 


AF15S582 


HS.4S744 


ooTBl UDP-gaIactos8:N-ac6tytoalact 


SS 


2.6 


432201 


AI53&613 


Hs.135657 


TMPRSS3a mRNA forserme protea 


trefi:d,tjypsln 


2.6 


430450 


R23553 


Hs^41489 


hypoOwSca) protein 


SS 


Z6 


448402 


BE244226 


HsJ1094 


RAB1 8^ member RAS oncogene fern 


ras^rf 


2.6 


421802 


BE281456 


Hs.108408 


CQ-78 protein 


TM 


2.6 


4S2355 


N54925 


Hs59202 


G preteivooupted receptor 34 


TM.7trt\.l 


2.6 


417742 


R64719 




gt»:EST22d1 1 WATM1 Homo saple 


ank,death,RHO,TIG 


2.6 


451346 


NM.006338 


Hs^12 


glioma amplified on chromosome 1 


TMJg,lJlR,tiWrr,lJ^ 


2.6 


433147 


AR}91434 


Hs.43080 


platelet derived growth factor C 


TM,PDGF,CUB 


2.6 


420079 


NM_014051 


Hs.94896 


PTDOll protein 


SS,TM, 


2.6 


419918 


X80700 


H3.93728 


pre-B^ leulcemia transcription fac 


homeobox.Eg/cy1tr3n5f 


2.5 


432350 


NM.00S865 


Hs.274407 


protease, serine, 16 (tliymus) 


SS 


Z5 


406671 


Ml 29547 


Hs.285754 


met proto-oncogene (hepatocyte gro 


pklnasa,Sema,Plexln_re 


2.5 


417412 


X16896 


Hs.82112 


tnterteukin 1 receptor, t/pe 1 


SS.TIRJg 


2.5 


422530 


AW972300 


Hs,118110 


t»ne marrow stromal cell antigen 2 


TM 


2.5 


433929 


A1375499 


H5^379 


ESTs 


EGF,kftjecepLaJdlje 


Z5 


443562 


AF118838 


Hs.9599 


solute carrier family 25. memtier 1 3 


TM.mitOjcan' 


2.5 


414386 


X00442 


Hs.75990 


haptoglobin 


sushi^trypsin 


Z5 


417576 


AA339449 


HS.B2285 


phosphorlbosytgtydnamlde formyttr 


AlRS.formyLtransf.GA 


2.5 


449207 


AL044222 


Ks.23255 


nucleoporin ISSkO 


TM 


15 


416107 


AA173846 


Hs.79015 


antigen idefitifted by monoclonal ant 


TM,ig 


Z4 


421750 


AK000768 


Hs.1 07872 


hypothelIcalj)rotein FU20761 


TM,PH 


Z4 


414812 


X72755 


Hs.77367 


monoldne induced by gamma Interfe 


SS,IL6 


2.4 


406137 


R42764 


Hs.3248 


mutS (E. coll) homobg 6 


TM,MulS_CMutS_N,P 


2.4 


450710 


AW953381 


Hs.18627 


ESTs, Weakly similar lo 001447 GP 


TM 


14 


430291 


AV660345 


Hs^8126 


CGW9 protein 


TM 


2.4 


425184 


8E278288 


Hs.155048 


Lutheran triood group (Auberger b a 


ig 


2.4 


451410 


BE387790 


Hs.26369 


ESTs 


TM 


2.4 


412277 


BE277592 


Hs.73799 


guanine nucleotide bincfing protein ( 


TM.G-3lpha 


2.4 


413719 


BE439580 


Hs.75498 


small Inducible cytokine subfamily A 


5S,IL8 


2.4 


451806 


NM_003729 


Hs.27075 


RNA 3'-terminal phosphate cyclase 


TM,RCT 


2.3 


416224 


NM„002902 


Hs.79088 


relicubcatbln 2. EF-hand calcium b) 


SS,efhand 


2.3 


452268 


NM.003512 


Hs.28777 


H2A histone family, member L 


histone,Calc,CGRPJA4 


2.3 


451668 


Z43948 


Hs.26789 


ASPIC (acidic secreted protein In ca 


SS.TM, 


2.3 


400880 


^84349 


H3.113663 


CD59 antigen 


SS.UPAR_LY6 


2.3 


421340 


F07783 


Hs.1369 


decay accelerating factor for oomple 


SS.sushi 


2.3 


443986 


AI3817S0 


Ks.283437 


HTGN29 protein 


TM 


2.3 


443037 


AW500305 


Ks.8906 


syntaxin 7 


TM,Synlaxin 


2.3- 


440516 


S42303 


Hs.161 


cadhertn 2. type 1, N-cadherin (neur 


HNH,cadherin,Cadhenn 


2.3 


404877 


AI39414S 


Hs.18048 


melanoma antigen MAGE-1 0 


TU,MA6E 


2.3 


440704 


M69241 


Ks.162 


insulin^ike growth factor binding pr 


SS,thyroglobuEn_l,IGF 


Z3 


437952 


063209 


Hs.5944 


solute carrier family 11 (proton-coup 


TM 


2.3 


418624 


AI7340S0 


Ks.104211 


ESTs 


Sema,ig 


12 


410434 


AF051152 


Hs.63668 


tolMike receptor 2 


SS,TIR,LRRCT,U^R 


12 


424687 


J05070 


Hs.151738 


matru metalloproteinase 9 (gelalina 


SS,fh2,hemopexin, Pepti 


12 


431457 


NM_012211 


Hs^6297 


integrin, alpha 11 


TM,FG-GAP.vwa 


12 


407907 


AJ752235 


Hs.41270 


prooollagerMysine. 2-oxoglutarate 5 


SS,Lysyl_hydro 


12 


400898 


AF220030 


Hs.125300 


Homo sapiens tripartite motif protein 


SPRY,7tnu1 


12 


400303 


AA242758 


Hs.79136 


Human breast cancer, estrogen regul 


SS,TM. 


12 


411789 


AF245505 


Hs.72157 


Homo sapiens n«NA; cDNA OKFZ 


IgWCT 


12 


414809 


A1434699 


Hs.77356 


transferrtn receptor (p90, CD71) 


TM,PA.Ribosomal_S2 


12 


401131 


NM.001651 


Hs^98023 


Homo sapiens aquaportn 5 (AQP5), 


TM,MIP 


12 


400277 


Y00281 


Hs^280 


Human mRNA for ribophorin 1 


TM 


1) 


409317 


U20165 


Hs^250 


bone morphogenetic protein reoepto 


TM,pkln3se 


2.1 


409956 


AW103364 


Hs.727 


H^apiens actrvfn bet&A subunit (ex 


TGF-bela.TGFb_propep 


2.1 


451253 


H48299 


Hs.26126 


daudinlO 


TM,PMP22.aaudin 


21 


429638 


At916662 


Hs.211577 


KinecSn 1 (Idnesin receptor) 


TM 


2.1 


409267 


NM-012453 


HS.S2515 


transdudn (beta)<like 2 


TM.WD40 


2.1 


418414 


J04977 


Hs.84981 


X-ray rep^r complemenUng defediv 


SS 


Z1 


449057 


AB037784 


Hs.22941 


ESTs 


TM 


2.1 


417666 


At345001 


Hs.82380 


menage a trols 1 (CAK assembly fac 


zM^HC4 


Z1 


428485 


NM.002950 


Hs.2280 


rfbophorin 1 


TM 


Zl 


44579B 


NM_012421 


Hs.13321 


rearranged L-myc fusion sequence 


TM.rf-C2H2 


Zl 


430057 


AW450303 


Hs.2534 


bone morphogeneSc protein recepto 


TM.Activinjecp,pkina 


Zl 


425189 


HI 6622 




gb.7m28c07.r1 Soares infant brain 1 


RasGEF,PH,fibrinogen. 


Zl 


413063 


AL035737 


Hs.76184 


chltlnase 3-tike 1 (cartilage glycopro 


SS,GlycQ.hydro_18 


Zl 


421343 


BE246444 


Hs.283885 


hypothetical protein FLJ20396 


, TM 


Zl 


425627 


AF019&12 


Hs.297007 


ESTs 


TM,Peptldase_M50 


Zl 


426261 


AW242243 


Hs.168670 


peroxisomal famesytated protein 


E1-E2_ATPase.Cation_ 


Zl 


431638 


NM-O00916 


Hsi820 


oxytocin receptor 


TM.7tm_1 


Zl 


456546 


A1690321 


Hs.203845 


ESTs. Weakly stmHar to TWIK-rela 


TM 


Zl 


421685 


AF189723 


Hs.106778 


caJdum transport ATPko ATP2C1 


TM.E1.E2^TPase.Hy 


Zl 


424099 


AF071202 


Hs.139335 


ATP-bindlng cassette; sub-family C 


TM>VBC_tran,ABC_m 


Zl 


424800 


AU)35588 


Hs.153203 


MyoO My Inhibitor 


TM 


Zl 


410007 


AW950887 


Hs.57813 


zinc ribbon domain containing. 1 


TFIIS 


Zl 


436135 


085390 


Hs^ 


carboxypepttdase D 


SS^carbOpepl 


Zl 


420633 


NM-014581 


KS.9952& 


odorant^iinding protein 26 


TMJIpocalln 


Zl 


420162 


BE378432 


Hs.95577 


cycCivdeperulent kinase 4 


pkin3se,&nkAfGap,PH 


Zl 


426156 


BE244537 


Hs.167382 


natriuretic peptide receptor A/guany 


TM.AKFjeceptDr,gu3n 


zo 


442711 


AF151073 


Hs.8645 


hypolhe Seal protein 


TM 


zo 


411872 


AW327356 


Hs.90918 


. chromosome 1 1 open readlrig Grame 


TM 

178 


zo 
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427801 


AW979155 


H&234433 


hypolheUcel protein PRO1068 


TM/a_trans 


to 


430268 


AK000737 


Hs.237480 


hypoUtettcsJ protein FU20730 


TM 


to 


431183 


NM-006855 


Hs.250698 


KDEL (Lys-Asp^u-Leu) endoplas 


TM,ERJumefuecept,l 


to 


431848 


BE019924 


H3^1580 


Uropl^ IB 


TM,transmembrane4 


to 


404210 


U02476 


Hs.100469 


Human AM mRNA 


TM.RA,DIUPD2.FHA 


to 


435640 


AF220053 


Hs.54960 


uncharactert^ hematopoietic stem/ 


TM,SET^-CXX{;PHD 


to 


447906 


AL050062 


Hs.19999 


DKFZP566K023p(OteM 


SS 


to 


412666 


A1J080116 


Hs.74420 


origin recogniOon complex, subunit 


TM 


to 


417181 


110123 


•Hs.1071 


suifactant protdn A bindino protein 


TM 


to 


423945 


AA410943 


Hs.72472 


BMPR-lb: bone morptiogenetlc pro 


TMj!lcin3se.Ac6«njec 


to 


411773 


NM.006799 


Hs.72026 


protease, serine, 21 (testistn) 


SSitrypsIn 


to 


446350 


L14561 


H3.78546 


Homo Sfiplens clone 2441 1 mRNA 8 


TM,E1-E?>TPase.Hy 


to 


401093 


AI955244 


Hs.121520 


HYPOTHEHCAL 16.4 kDa PROTE 


TM,LRRCT 


to 


415664 


NM_C04939 


Hs.78580 


OEAO/H (AGp<^uVUa-Aspff^) bo 


OEAD,heBcaseLC,SPRY 


to 


448165 


NM.C05591 


H5.202379 


meblic reoombtnaOon (S. cerevislae 


DNAjepair,Glyco_tran 


to 


416391 


AI878927 


Hs.79284 


mesoderm spedftc transcript {mouse 


TM,abhydrolase 


to 


422926 


NM_016102 


Hs.121748 


ling finger pn^ 16 


SPRY^^3HC4^. 


to 


446849 


AU075617 


H5.16251 


cleavage and polyadenylation specif 


TM 


to 


427617 


D42063 


Hs.179825 


RAN blTKlIng protein 2-like 1 
squaleneepoxidase 


TM,Ran.BP1,zf.RanBP 


to 


411678 


At9Q7114 


Hs,71465 


TM,MonoQxygenase 


to 


432554 


AI479813 


Hs.27e411 


NCK-assodafed protein 1 


TM 


to 



TABLE 118: 

Pkey: Unique Eos probeset Identifier number 
CAT number Gene cluster number 
Accession: Genbank accession nimibers 



Pkey CAT Number Accession 

417742 1696282.1 R64719Z44680R12451 

425189 247825.1 H16622 R17322 AA351959 

TABLE lie 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers. "Dunham I. et al.' refers to the pubtlcatton entitled The DNA sequence of 

human chromosome 22' Dunham, et aL (1999) Nature 402:489-495 
Strand: Indicates ONA strand from which exons were predicted 
Ntj>osltion: Indicates nudeotide positions of predicted exons 

Pkey Ref Strand Nt_position 

400534 6981826 Minus 278637-279292 
401197 9719705 Plus 176341-176452 



Table 12A lists about 57 genes up-regulated in ovarian cancer compared to normal adult tissues that are likely to encode either enzymes or proteins amenaUe to modulation by 
small nutecdes. These were selected as for Table 1 0A, except that the ratio was greater than or equal to 2.0, and the predicted protein contained a structural domain that is 
indk:3tive of enzymatic function or of being modulated by small molecules (e,g., pkinasa, peptidase, Isomerase, transporters). Predicted protein domains are noted. 

TABLE 12A: ABOUT 57 UP-REGUUTED GENES ENCODING EXTRACEaULAR/CELL SURFACE PROTEINS, OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Prunekey 

Ex.Axn: Exemplar Accession 

UGID. UniGenelO 

TlOe: UniGene title 

PFAM domains: predicted structural domains 



ratio: ratio tumor vs. normal 








Pkey 


ExAccn 


UGID 


Tide 


PFAM domains 


ratio 


4C0292 


AA250737 


Hs.72472 


BMPR-lb; bone morphogenelic pro 


pkinase,Aclivin.fecp 


30.0 


400289 


X07B20 


Hs^258 


Matrix Metaikiprotelnase 10 (Strom 


SS,, Peptidase JilO 


752 


426427 


M86699 


Hs.169840 


TTK protein kinase 


pklnase 


18.7 


424905 


NM.002497 


Hs.153704 


NIMA (never in mitosis gene a)-rela 


pklnase 


16^ 


433159 


AB035898 


Hs.150587 


kinesln-like protein 2 


kinesin 


11.5 


453370 


AI470523 


Hs.182356 


ESTs, Moderately slnuTar to translat 


ABC_lran 


8.4 


418007 


M13509 


Hs.83169 


Matrix metalloprotease 1 (tnterstitia 


SS,,Peplidase_M10 


7.2 


425465 


118964 


Hs.1904 


protein kinase C; iota 


SkLSno,pkinase_C 


6.1 


409506 


NM_006153 


Hs.54589 


NCK adaptor protein 1 


SH2.SH3 


5.2 


415539 


Ai733881 


Hs.72472 


BMPR-lb; bone morphogenetk; pro 


pkinaseAclivInjecp 


5.1 


424539 


L02911 


Hs.150402 


acSvin A receptor, type 1 


ActrvuuGCp,pklnase 


4.8 


400296 


AA305627 


Hs.139336 


ATP-Wndlng cassetto; sub-family C 


TMABC_tran 


4.6 


431699 


NVL001173 


Hs.267831 


Homo sapiens cDNA FLJ12952 fis. 


RhoGAP.FF,ras 


3.9 


439560 


8E565647 


Hs.74899 


hypothetical proteki FU 12820 


C2.P1-PLC-Y.PI-PLC-X 


3.8 


450447 


AF212223 


Hs.25010 


hypothetical protein P15-2 


ANFjeceptor ,pkin3se 


3.6 


400666 


X07820 


Hs.2258 


Matrbc Met^protelnase 10 (Strom 


SS,,Peptkiase_M10 


as 


452822 


X85689 


Hs.288617 


Homo sapiens cDNA: FU22621 fls. 


EGF,fnipklnase 


3.4 


416530 


U62801 


Hs.79361 


kaikrein 6 [neurosin, zyme) 


SSJM,trypsh 


3.3 


411393 


AW797437 


Hs.69771 


B-(actor. properdin 


SS^ushi.tiypsin,vw3,fn3. 


3.2 


444755 


AA43179t 


Hs.183001 


ESTs 


AAA 


3^ 


418836 


A1655499 


Hs.161712 


ESTs 


pMnaseAMjecp 


3.2 


409178 


BE393948 


HS.S0915 


kanikreln5 


SS.trypsin 


3.1 


406687 


M31126 


Hs.272620 


pregnancy specific beta-1-glyooprot 


SS,P^3se.M1Qt jg 


3.1 


453920 


A1133148 


Hs.36602 


1 factor (complement) 


ldlJBcepLatrypsin,SRCR 


3.0 


404653 


AA923729 


H$^&322 


0 


pklnase 


Z9 


419452 


U33635 


Hs^0572 


PTK7 protein tyrosine kinase7 


TMj)kinasejg 


Z9 


418848 


Ald20961 


Ks.193465 


ESTs 


pklnase^^cGvinjecp 


Z9 


428450 


NM.014791 


H5.184339 


K1AA0175 gene product 


TM4Mnase.KA1 


2.8 
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401323 AL15^ predkrtBd exon ladsmase.B 

444798 BE242144 Hs.12013 ATP-binding cassetla. sub-femBy E SH3.pklnase ^Ctran 

432201 A)5386t3 Hs.135657 TMPRSS3a mRNA for serine protea trefoQ.trypstn 

448402 BE244226 Hs.21094 RAS18. member RASoficagenefam ras,arf 

406671 AA129547 H5.285754 met probKoncogene (hepslocyte gro plcin3se.Sema 

453448 AL036710 Ks.203527 ESTs CNHj)kin3se 

414386 X00442 K3.75g90 haptogloUn sushi.trypsin 

421270 K56037- KS.10B146 ESTs RhoGAP 

414695 BE439915 Hs76913 proteasomo (prosome, macropatn) su proteasoms 

431341 AA307211 Ks.251531 proteasome (prosome, macropatn) su proteasome 

424085 NM.002914 Hs.1 33226 replication bctor C (activator 1) 2 (4 AAA.VtraI_hericase1 

424687 JO5O70 HS.1S1738 matrix mstaDo^tfoteinase 9 (getaflna SS.fn2, .Pep&J8se_M10 

416517 AA775987 Hs.79357 proteasome (prosome, macropain) 26 • AAA 

417601 NM„D14735 Hs.82292 KtAA0215 gene product PHO 

400509 M97639 Hs.155585 receptor fyrosbe kinase-mce orphan pro_l5omerase 

430057 AW4503O3 Hs.2534 txine morphogenelic protein reoepto Activiruecp,pklnase 

421841 AA908197 Hs.108850 KIAA0938 protein TPR.pWnase 

453078 AF053551 Hs.31584 metaxin2 pro.isomerase 

424099 AF071202 Hs.139336 ATP^wnding cassette; sub-tamily C TM^ABC.lran 

411190 AA306342 Hs.69171 protein tdnase C^ke 2 pldn3se,pkinase.C,HR1 

407740 AA295547 Hs.62666 ESTs p450 

420162 BE376432 Hs.g5577 cydin-dependent kinase 4 pkinase.ank^ArfGap ,ras 

420490 H69894 Hs.193041 ESTs Pl3Ka,PI3„PI4_kinase 

426156 BE244537 Hs.167382 natriuretic peptide receptor A/^uany TM^F_receptor .pkinase 

423945 AA410943 Hs.72472 BMPR-lb; t)OQp morphogenetic pro TM.pkinase.Activin_recp 

411773 NM06799 Hs.72026 protease, serine, 21 [testisin] SS,trypsin 

447298 BE617527 Hs.180450 rfbosomal protein S24 PI3Ka, PI4Jcinase 

427617 042053 Hs.179825 RAN twiding protein 2-0(6 1 TPaproJscmerase 

453546 AF042^ Ks^3251 peptidylpTDlyt tsomerase £ (cydopli projsomerasa.nm 



17 
17 
Z6 
2.6 
15 
15 
IS 
lA 
Z4 
ZA 
12 
12 
12 
1\ 
2.1 
21 
2.1 
21 
21 
21 
21 
21 
21 
20 
20 
20 
20 
20 
20 



TABl^12C: 



Pkey: Unique nmb&: corresponding to an Eos protieset 

Ref: Sequence source. The 7 digit mmberz in this column are Genbank Mentifter (Gl) numbers. 'Dunham ). et at." refers to the pubitcation entitled 'The ONA sequence of 

human chromosome 22* Dunham, et a). (1999) Nature 402489-495 
Strand: Indicates DMA strand from which exons were predicted 
NLposItton: Indicates nucleotide positions of predicted exons 

Pkey Ref Strand Ntj)osilion 

401323 9212516 .Plus 213509-214450 



Table 13A lists about 1 086 genes up-regulated In ovarian cancer compared b normal ovaries. These were selected as for Table 1 0A, except that the ratio was greater than 
equal b 10, and the denominator was Ihe median value for various non-mangnant ovary specimens. 

TAB1£ 13A: About 1086 UP-REGULATED CSNES, OVARIAN CANCER VERSUS NORMAL OVARY 

Pkey: Primekey 

Ex.Accn: Exempiay Accession 

UGID: UniGeneiD 

Title: UniGene title 

ratio: ration tumor vs. normal ovary 



Pkey 


Ex. Accn 


UGIO 


Title 


ratio 


439706 


AW872527 


Hs.59761 


ESTs 


109.2 


446619 


AU076643 


Hs.313 


secreted phosphoprotain 1 (osteopontin, bone 


107.8 


422095 


Ai868e72 


Hs.288966 


cendoplasmln (ferroxidase) 


104.4 


447111 


Ai017574 


Hs.17409 


cysteine-rich protein 1 (intestinal) 


88.3 


431130 


NM.006103 


Hs.2719 


epkfldynnls-specific; whey-acklic protein type 


82.8 


431369 


6E164455 


Hs.251754 


secretory leukocyte protease mhMor (anlll 


81.9 


413859 


AW992356 


H5.8364 


ESTs 


73.9 


446291 


BE397753 


Hs.14623 


interferon, gamma-indudble protein 30 


727 


426050 


AF017307 


Hs.165096 


E74-Ske factor 3 (ets domain transcription f 


68.1 


411469 


T09997 


Hs.70327 


cysteine>fich protein 2 


66.6 


429504 


X^133 


H5.204238 


lipocalln 2 (oncogene 24p3) 


65.7 


416971 


R34657 


KS.&0658 


uncoupling protein 2 (nrdtochondrial. proton c 


54.9 


450273 


AW296454 


Hs.24743 


hypolheScat protein FU20171 


62.5 


446441 


AK001782 


Hs.15093 


hypothetical protein 


60.7 


428758 


AA433988 


Hs.98502 


Homo sapiens cDNA FU14303 fis, done PIACE20 


59.7 


441406 


Z45957 


Hs.7837 


Homo sapiens cDNA FLJ10457 fis, done NT2RP10 


57.8 


441859 


AW194364 


Hs.128022 


ESTs. Weakly simDar to RG1 MOUSE FIG-1 PROT 


56.7 


448406 


AW772298 


Hs.21103 


Homo sapiens mRNA; cONA DKFZp564B076 


55.7 


414602 


AW630088 


Hs.76550 


Homo s^tiens mRNA; cONA DKFZp564 B1 264 


55.2 


418058 


AW971155 


Hs.293902 


ESTs, Weakly similar to prolyl 44iydroxylase 


54.8 


428330 


L22524 


Hs^ 


matrix metaOoproteinase 7 (matritysin, uteri 


53.4 


412636 


NM_004415 


Hs.74316 


desmoptakin (DPI. DPIl) 


51.4 


430634 


Ai860651 


Hs.26685 


ESTs 


50.7 


439316 


AWB37046 


Hs.6527 


G Fffotein-coupled receptor 56 


50.7 


417259 


AW903838 


Hs.81800 


chondroilin sidfata proteoglycan 2 (versican) 


50.6 


407786 


AA687538 


Hs.38972 


tetraspan 1 


50.4 


426836 


N41720 


Ks.172684 


vesicte-assodaled membrane protein 8 (endobr 


49.7 


417308 


H60720 


Ks.81892 


KIAA0101 gene product 


48.9 


436876 


AI124755 


Hs.5337 


Isodtrate dehydrogenase 2 (NADP-^), nntochond 


48.4 


439160 


AI393742 


Hs.199067 


v-6rt>U avian erythroblastic leukenida viral 


47.1 


428289 


M26301 


Hs.2253 


complemenl component 2 


46.3 


405484 






. 0 


48.1 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



425371 


D49441 


H$.155981 


mesothelln 


45.7 


403912 






0 


45.0 


443021 


AA388546 


Ks.8904 


Ig superfamny protein 


44.6 


427697 


T18997 


Hs.180372 


Ba2-Iike1 


44.3 


428227 


AA32164g 


Hs^48 


INTERFERON-GAMMA INDUCED PROTBN 


44.0 


404678 






0 


43.9 


400289 


X07820 


Hs^58 


Matrix MetaSoprotetnase 1 0 (Stromolysin 2) 


43.8 


451035 


AU076785 


Hs.430 


plasBn 1 (1 tsoform) 


43.8 


440848 


BH314&50 


Hs.7476 


ATPasa, tf*- transporting, tysosomai (vacuolar 


4Z8 


43S27& 


BE396290 


HS.S097 


6ynaptogyrin2 


42.4 


413936 


AF113S76 


Hs.75621 


serine (or cysteine) proteinase intubitor, d 


4^1 


420859 


AW4e8397 


Hs.100000 


S100 calctum-bbding protein A8 (calgranutin 


42.1 


428411 


AW291464 


Hs.10338 


ESTs 


41.8 


422166 


W72424 


H3.1 12405 


SlOO caldum-bindmg protein A9 (caigranunn 


41.5 


412477 


AA150864 


Hs790 


mtcrosoma) glutathiond S-translerase 1 


40.7 


417130 


AW276858 


H&.81256 


S100 catcium-binding protein A4 (calcium piot 


40.1 


424673 


AA345051 


Hs^94092 


ESTs 


39.8 


416530 


U62801 


Hs.79351 


kaHikreln 6 (neurosin, zyme) 


39.7 


443162 


T49951 


Hs.9029 


ESTs; Highly slmHarto KERATIN; TYPE 1 CYTO 


39.5 


413719 


BE439580 


Hs.75498 


small inducible cytokine subfamily A (Cy&<^ 


39.3 


424687 


J05070 


Hs.151738 


matrix metaHoproteinase 9 (getatinase B. 92k 


38.9 


413063 


ALJ035737 


HS.751B4 


chltlnase 3-like 1 (cartilage glycoproteIn-39 


38.5 


429441 


AJ224172 


Hs^04096 


npophltin 6 (uteroglobin family member), pro 


38.1 


418526 


BE019020 


Hs.85838 


solute carrier family 16 (monocarboxytlc acid 


37.9 


415511 


AI732617 


Hs.ie2362 


ESTs 


37.7 


409453 


A1885516 


Hs.95612 


ESTs 


37,7 


445537 


AJ245671 


Ks.12d44 


EGF-likwJomain; mullipte 6 


37.3 


442432 


BE093589 


Hs.38178 


Homo sapiens cONA: aJ23468 fis. dorw HSI116 


37.3 


408243 


Y00787 


Hs.624 


intarteuktn 8 


37.3 


419092 


J05581 


Hs.89603 


mucin 1, transmembrane 


36.7 


444172 


BE1A7740 


H$.104556 


ESTs 


36.0 


412115 


AK001763 


HSJ3239 


hypothetical protein FU 10901 


35.8 


420440 


NM_002407 


Hs.97644 


mammaglobin 2 


35.7 


414386 


X00442 


Hs.759g0 


haptoglobin 


35.3 


423225 


AA852604 


H5.1 25359 


Thy-1 cell surface antigen 


35.1 


440596 


H13032 


Hs.103378 


ESTs, Weakly similar to DRRl [H-sapians] 


35.0 


413278 


BE563085 


Hs.833 


interferon-etlmutated protein, 15 kDa 


34.9 


418505 


AA084248 


Hs.85339 


G protein-coupled receptor 39 


34.8 


445919 


T53519 


Hs.290357 


ESTs 


34.7 


416854 


H40164 


Hs.80296 


Puridii{a cell protein 4 


34.4 


414185 


U33446 


Hs.75799 


protease, serine, B [prostasin) 


34.2 


434371 


AA631362 




gb;np86bOU1 Na_(X5AP_Thy1 Homo sapiens cDNA 


33.9 


421937 


A1878857 


Hs.109706 


HN1 protein 


33.9 


449722 


BE280074 


Hs.23950 


cydinBl 


33.8 


400965 






0 


33.7 


452203 


X57522 


HS.15B164 


ATP-Wnding cassette, subfamily B (MORffAP), 


33.5 


411945 


AL033527 


Hs.92137 


v-myc avian rnyetocytomatosis viral oncogene h 


33:5 


425811 


AL039104 


Ks.159557 


kaiyopherin alpha 2 (RAG cohort 1 , importin a 


33.4 


408901 


AK001330 


KS.48B55 


hypothetical protein FU 10468 


33.3 


438461 


AW075485 


Hs.286049 


phosphosedne an^notransferase 


33.3 


422963 


M79141 


Hs.13234 


ESTs 


33.3 


426158 


NM.001982 


Hs.199067 


v-ert>^2 avian erythroblastic leukemia viral 


33.2 


431836 


AF178532 


Hs^71411 


beta-site APP-deavIng enzyme 2 


3Z8 


421502 


AF111B56 


Hs.105039 


solute carrier family 34 (sodium phosphate), 


32.5 


431211 


M86349 


Hs.5566 


Homo sapiens connexin 26 (GJB2) mRNA, complet 


32.5 


436552 


NM_014038 


Hs.5216 


HSPC028 protein 


32.6 


442533 


AA161224 


Hs.8372 


ubk^ulnol-c^hromec reductase (6.4kD} subu 


32.5 


406400 


AA343629 


Hs.104570 


kaHBtrein 8 (r^uropslntovasln) 


314 


450353 


AI244661 


Hs,103296 


ESTs 


32.4 


422158 


L10343 


Hs.112341 


protease Inhibitor 3, skinned (SKAtP) 


3Z4 


433412 


AV653729 


Hs.8185 


CGM4 protein; sulfide dehydrogenase fika (y 


313 


441020 


W79283 


Hs.35962 


ESTs 


32.2 


432201 


AI538613 


Hs.135657 


TMPRSS3a mRNA for serine protease (ECH0S1) (T 


310 


424125 


M31669 


Hs.1735 


inhlbln. beta B (actMn AB beta polypepQde} 


31.9 


453309 


At791609 


Hs.32949 


defenstn. beta 1 


31.8 


408380 


AF123050 


H$.44532 


diublqullin 


31.7 


419329 


AY007220 


HS.28B998 


SlOO-type calcium binding protein A14 


31.6 


409231 


AA446644 


Ks.692 


GA73^2: epithelial glyooprolelfl (EGP) (KSA) 


31.6 


423961 


013666 


Hs.136348 


Homo sapiens mRNA for osteoblast specific fac 


31.2 


413840 


A1301558 


Ks.290801 


ESTs 


30.6 


440943 


AW082298 


Hs.145161 


ESTs, Weakly similar to KIAA0859 protein [Hs 


30.8 


419239 


AA468183 


Hs.184598 


Homo sapiens cDNA: RJ23241 fis. ctone COL013 


30.4 


410132 


NM.003480 


Hs.58882 


MicroM^sodated glycoprote(n-2 


30.2 


418203 


X54942 


Ks.83758 


C0C28 protein kinase 2 


30.1 


412719 


AW016610 


Hs.129911 


ESTs 


30.0 


407862 


BE548267 


H3.50724 


Homo sapiens cONA FU10334 fis, done OVARC10 


30.0 


431563 


AI027643 


Hs.120912 


ESTs 


29.9 


431743 


AW972642 


Hs^93055 


ESTs 


29.8 


443295 


AI049783 


H3^41284 


ESTs 


29.7 


413745 


AW247252 


Hs.75514 


nudeostde phosphorylasa 


29.7 


441028 


AI333660 


Hs.17558 


ESTs 


29.6 


442315 


AA173992 


H3.7956 


ESTs 


29.6 


452838 


U8S011 


Hs.30743 


Preferentially expressed antigen in melanoma 


29.5 


428479 


Y00272 


Hs.184572 


cell division cyde 2, G1 to S and G2 to M 


29.5 
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432260 


BE440142 


Hs.2943 


signal recognifion parfide 19kO 


29.4 


420158 


AI791^ 


Hs.95549 


hypothelica) protein 


29.3 


445033 


AV652402 


Hs.155145 


ESTs 


29.2 


452367 


U71207 


Hs.29279 


eyes absenl{Drosopli3a} hotnolog 2 


29.1 


432708 


NM_013230 


Hs.286124 


CD24 


29.0 


422163 


AF027208 


Hs.297332 


promintn (mouse)^ 1 


28.7 


447035 


NM-004753 


Hs.17144 


shortchaln deliydrogenase/^uctase 1 


28.6 


443958 


BE241880 


Hs.10029 


cathepsInC 


28.2 


422956 


BE545072 


Ks.122579 


ESTs 


28.1 


450377 


AB0330gi 


Hs.24336 


ESTs 


28.0 


447471 


AF039843 


Hs.18676 


sprouty (DiDsophlta) homobg 2 


28.0 


444725 


AW952022 


Hs.234174 


Homo sapiens cDNA FU13819 fis, done THYR010 


27.8 


430250 


NM.016929 


Hs^21 


chloride intracellular channel 5 


27.7 


416305 


AU076&28 


Hs.79187 


ooxsackia virus and adenovirus receptor 


27.6 


418174 


L20688 


Hs.83856 


Rho GDP dissodaSon inti&iitor (GDI) beta 


27.5 


417233 


W25005 


Hs.24395 


sntatl inducttile cytolune subMy B (Cys-X-C 


27.4 


417866 


AW067903 


Hs,82772 


collagen, type XI, alpha 1 


27.3 


427344 


NM00869 


Hs.2142 


Wiydrojyfryplamlne (serotonin) receptor 3A 


27.2 


442993 


BE018682 


Hs.44343 


ESTs 


27.2 


407137 


197307 


Ks.199067 


v^rthfa2 avian erylhroblaslic leuicemia viral 


27.0 


419355 


AI656166 


Hs.7331 


ESTs 


27.0 


433662 


W07162 


Ks.150826 


CATX-8 protein 


26.7 


422575 


BE546555 


Hs.1 18554 


CGt-83 protein 


26.4 


423271 


W47225 


Hs.126256 


Interteukin 1. beta 


26.3 


443715 


AI583187 


Hs.9700 


cyclin El 


26.1 


420186 


NM_015925 


HS.95G97 


Gver-spedfic'bHLH-Zip transcription factor 


26.0 


419551 


AW562255 


Hs.91011 


anterior gradient 2 (Xenepus laevis) homotog 


25.9 


443872 


AA323362 


Hs.9667 


butyrobetaine (gamma), 2-oxogIutaratadloxygQ 


25.8 


416889 


AW250318 


Hs.80395 


mat, T-cen difterentiaUon protein 


25.3 


408474 


AA188823 


H5.83ig6 


Komo sapiens cDNA: aJ23597 fis, done LNG152 


25.3 


411825 


AK000334 


Hs.72289 


hypothetical protein FU20327 


25.3 


400881 






0 


25.2 


440594 


AW445167 


Hs.126036 


ESTs 


25.1 


414586 


AA306160 


Hs.76506 


lymphocyte cytosollc protein 1 (l-plaslln) 


25.1 


411925 


AW014588 


Hs.72925 


chromosome 1 1 open reading frame 13 


25.1 


417869 


BE076254 


Hs.82793 


proteasome (prosome, macrop^) subunit beta 


25.0 


433447 


U29195 


HS.32B1 


neuronal pentraxin II 


25.0 


450858 


C1&458 


Hs.25597 


elongation of very long chain fatty acids (FE 


24.8 


410619 


BE512730 


Hs.65114 


keratin 16 


24.8 


434094 


AA305599 


Hs.238205 


hypothetical protein PRO2013 


24.6 


421924 


BE514514 


Hs.109606 


coronin, acHn-blnding protein, 1A 


24.6 


446859 


AI4942g9 


Hs.16297 


C0X17 (yeast) homolog, cytochrome c oxidase a 


24.5 


421451 


AA291377 


Hs.50831 


ESTs 


24.3 


433929 


AI375499 


Hs.27379 


ESTs 


24J 


438930 


AW843633 


HS.812S6 


S100 catciunvbinding protein A4 (calcium prot 


2A2 


444212 


AW503976 


Hs.10649 


basement membrane4nduced gene 


24.2 


441633 


AW958544 


Hs.112242 


ESTs 


24.2 


441134 


W29092 


H3.7678 


ceHuIar retinoic ackf-blndlng protein 1 


24.2 


417715 


AW969587 


Hs.86366 


ESTs 


24.1 


409361 


NM.005982 


Hs.54416 


sine ocu&s homeobox (OrosophBa) homolog 1 


24.1 


416984 


H38765 


Hs.80706 


diaphorase (MADHMDPH) (cytochrome b-5 reduc 


24.1 


430125 


U46418 


Hs^33950 


serins protease Inhibitor, Kunltz type 1 


23.9 


434078 


AW880709 


H5^83683 - 


EST 


23.8 


408669 


A!493591 


Hs.78146 


ptatelet/endotheHal ceQ adhesion molecule ( 


m 


439413 


A)598252 


HS.37B10 


ESTs 


23.7 


•449034 


AI824049 


Hs.277523 


gb:ts41a09jc1 Na_CGAP_Ul1 Homo sapiens cDNA 


237 


420344 


BE463721 


H3.97101 


Putatwe G proletn^upled receptor GPCR150 


23.6 


431243 


U46455 


Hs^52183 


syndecan 4 (amphiglycan, ryudocan) 


23.6 


417515 


124203 


Hs^2237 


ataxla-telanglectasta group [Vassodated prot 


23.5 


451267 


AI033894 


Hs.117865 


solute carrier family 17 (anton/isugar transpo 


m 


450101 


AV649989 


Hs.243es 


Human hbo647 mRNA sequence 


23.4 


419693 


AA133749 


Hs.92323 


FXYD domain<ontainlng ton transport regulato 


23.4 


431103 


M573g9 


K8.44 


pleiotrophin (heparin binding growth factor 8 


23.4 


451110 


AI955040 


Hs.301584 


ESTs 


23.3 


426295 


AW367283 


H3.75839 


zinc finger protein 6 (CNtPXI) 


23.2 


448517 


AA082750 


Hs.42194 


hypothetical protein FU22649 similar to sign 
epithelial V-like antigen 1 


23.1 


424670 


W61215 


H6.116651 


23.1 


417847 


A1521558 


Ks.288312 


Homo sapiens cDNA: aJ22316 fis. done HRC052 


23.1 


449027 


AJ271216 


Hs.22880 


dIpeptidylpepSdase III 


23.1 


424969 


AW3S0928 


Hs.153998 


creatine kinase, mitochondrial 1 (ubiquitous) 


23-1 


433159 


AB035898 


Hs.150587 


kinesin-tike protein 2 


m 


411393 


AW7g7437 


Hs.69771 


B-factor, propercfin 


23.0 


434815 


AF155582 


Hs.46744 


Corel UDP-galactoserN^tytgalactosamlne^p 


22.8 


427585 


D31152 


Hs.179729 


collagen: type X: alpha 1 (Schmid metaphyseal 


22.7 


44S721 


H9213S 


Hs.13144 


HSPC150 protein 


22.6 


448258 


BE386983 


Hs.85015 


ESTs. Weakly similar to A4P_HUMAN INTESTINAL 


22.6 


456844 


A)264155 


Hs.152981 


COP-diacytglycerol synthase (phosphaSdate cy 


22.6 


452698 


NWL001295 


Hs^01921 


ESTs 


22.5 


418693 


AI750878 


Ks.87409 


thrombosfxindin 1 


22.4 


414860 


AW247305 


Hs.119140 


eukaryotk: transtaOon initiation factor 5A 


22.4 


401519 






0 


22,3 


402496 






0 


22.3 


420324 


AF163474 


HS.9S744 


OKFZP586D0823 protein. Prostate androgen-regu 


2Z3 


403022 






0 


22.2 
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434042 Ai533941 Hs.8254 hypdheOcal protein PRO0839 72.\ 

419080 AW1 50835 Hs.18878 hypothetical protein RJ21620 22.1 

406545 AB016249 Hs.10458 sniaatndudt}le cytokine suttfamDy A (Cys^ 22.1 

447362 AW176120 Hs.9061 ESTs 22.0 

5 429547 AW009166 Hs.99376 ESTs 22.0 

427954 J03080 Ks.247551 metaxini 2Z0 

423161 ALJ049227 Hs.124776 Honn sapiens mRtM:cONADKFZp564Nl 116 (from c 22.0 

428392 H10233 Ks.2265 secretory granute, neuroendocrine protein 1( 21.9 

444107 T46839 Ks.10319 UDPgtyc^transfer3se2famay.po}ypepfIde 21.7 

10 414421* AI521130 Ks.S5567 ESTs. Weakly simSar to l^-4p[H.sap{ens) 21.S 

412589 R28S60 Ks.24305 ESTs 21.5 

446525 AW9670e9 Hs.211556 Homo sapiens cDKA: RJ23378fis. done HEP1 62 21.5 

416847 143821 Ks.80261 enhancer of fDamenlaOon 1 (ca&4Ike docking 21.5 

436972 AA284679 Hs.25640 daudinS 21.5 

15 428698 AA852773 Hs.297939 ESTs; Weakly slmBar to neogenln [H.sapiens] 21.5 

421340 F077e3 Hs.1369 decay aoceterallng factor for complement (COS 21.4 

413966 AA133935 Hs.173704 ESTs 21.4 

448243 AW389771 Hs.77496 ESTs 21.3 

421928 AF013758 Hs.10g643 polyadenylata binding proteMnteracfhg pro 21.3 

20 403399 0 21.3 

435793 AB037734 Hs.4993 ESTs 21.3 

432629 AWB6054a Hs.280658 ESTs 21.2 

449057 AB037784 Hs.22941 ESTs 21.2 

437575 AW954355 Hs.35529 ESTs ' 21.2 

25 401131 0 21.0 

407207 T03651 Hs.l79651 tutiutitv. beta polypeptide 20,8 

444783 AK001468 Hs.62180 ESTs 20.8 

426230 AA387019 Hs.241395 protease, serine. 1 (trypsin 1) 20.8 

447343 AA256641 Hs.236894 ESTs; Highly sirribr to L(WW)ENSiTY UPOPROTE 20.7 

30 409041 AB033025 Hs.50081 KIAA1199 protein 20.6 

421305 BE397354 Hs.289721 diplheiia toxin resistance protein required f 20.6 

411704 AI499220 Hs.71573 hypoliietical protein FU10074 20.5 

417018 M16038 Hs.80687 v-yes-1 Yamaguchl sarooma viral related oncog 20.5 

432827 Z68128 Hs.3109 Rho GTPase activ^ng protein 4 20.4 

35 410174 AA306007 Hs.59461 DKFZP434C245 protein 20.4 

425184 BE278268 Hs.1 55048 Lutheran blood group (Aubergerb antigen IncI 20.4 

452322 BE566343 Hs.28986 glularedoxin (thioltransferase) 20.3 

447526 AL048753 Hs.340 small indiidbt8cytokmeA2 (monocyte chemota 20.2 

447335 BE617695 Hs.286192 protein phosphatase 1, regulatory (inhibitor) 20.2 

40 424867 AI024860 Hs.l53591 Not56 (D. metanogasterHIke protein 20.1 

410275 Ue5658 Hs.61796 transcription factor AP-2 gamma (activating e 20.1 

42S083 Y09397 Hs.227617 Ba2-related protein A1 20.0 

410173 AA706017 Hs.119944 ESTs 19.8 

433047 hA8813S Hs.279946 methionhi&WA synthetase 19.8 

45 419088 AI538323 Hs.77498 ESTs 19.7 

403381 0 19.6 

409162 H25530 Hs.50868 solute carrier famSy 22 (organic catkin tran 19.5 

426150 NM_003658 Hs.1672l8 BarH-Gke homeobox 2 19.4 

. ^ 449292 A1990292 Hs.225457 ESTs 1 9.4 

50 425207 AB014S51 Hs.155120 rhcVrac guanine nucleotide exchange factor (G 19.4 

419950 AK001645 Hs.93871 hypothetical protein FU10783 19.3 

436481 AA379597 Hs.S199 HSPC150 protein similar to ubiquitin-conjugat 19.3 

445930 AFO55009 Hs.1 3456 Homo sapiens done 24747 mRNA sequence 19.2 

446608 N75217 Hs.257846 ESTs 19.1 

55 425222 M65430 Hs.155191 vflBn 2 (ezrin) 19.1 

428309 mim Hs.183650 cellular retinoicadd-binding protein 2 19.1 

420005 AW271106 Hs.1 33294 ESTs 19.1 

436982 A6018305 Hs.5378 spondtn 1,((^pondin} extracelltllar matrix p 19.0 

^_ 407142 AA412535 Hs.55235 sphingornyenn phosphodiesterase Z neutral me 19.0 

60 430122 NM.013342 Hs.233765 TCF3 (E2A) fusion partner fin dJldhood Leuke 18.9 

446293 AI420213 Hs.149722 ESTs 18.9 

444825 AW167613 Hs.248 mitogen-acflvated protein kinase kinase kinas 18.9 

407634 AW016569 Hs.301280 UDP-OcNAcbelaGal beta-LS-N^tylQlucosami 18.9 

445200 AA084460 Hs. 1 2409 somatostatin 18.9 

65 418917 X02994 Hs.1217 adenosine deaminase 18.8 

435777 AW419202 Hs.286192 protein phosphatase 1. regulatory finhtbilor) 18.8 

431049 AAB46576 Hs.103267 hypothetteal protein FU2254a similar to gene 18.7 

426427 M86699 Hs.169840 HK protein kinase 18.7 

436281 AW411194 Hs.12005l ESTs 18.6 

70 425907 AA365752 Hs.155965 ESTs 18.6 

459720 ESTs 18.6 

421242 AW161386 Hs.13561 ESTs. WeaWy similar to dJ37E16.5[H.saplensI 18.5 

457715 AA642402 H3.59142 ESTs 18.5 

451668 Z43948 Hs.26789 ASRC (addle secreted pratetn In C8rtilage}A 18.4 

75 437142 AI791617 Hs.145068 ESTs 18.4 

41BS88 8E367040 Hs.162476 ESTs. Weakly similar to similar to atphaMa 18.3 

433068 NM-006456 Hs.2B8215 slalyltransfersse 18.3 

419854 AW664873 Hs.87838 Homo sapiens PAC done RP5-1Q87M19 from 7ql1. 16.3 

444726 NM-006147 Hs.11801 interfeton regulatory factor 6 18.3 

80 423011 fttl,0005e3 Hs.299847 ESTs. Highly similar to A2AD_HUMANALPHA-2C.2 18.2 

451428 AWD33334 Hs.11067 ESTs, Weakly sintilar to K02E1 0.2 [Cclegans] 18.2 

424865 AF011333 Hs.153563 lymphocyte antigen 75 18.2 

418742 AW451197 Hs.1134l8 ESTs iai 

446627 AI973016 Hs.15725 ESTs; hypolhettea* protein SB8I48 18.1 
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424B85 

402926 

405452 

428641 

454390 

441784 

418758 

408621 

426201 

410442 

456423 

422867 

448110 

421750 

405224 

447630 

407663 

427490 

414812 

427691 

420650 

439841 

425810 

425397 

456098 

428579 

410361 

442402 

411734 

405295 

408340 

456068 

448571 

441829 

418004 

412078 

414658 

418478 

426805 

410247 

434516 

428153 

417793 

454163 

415402 

420309 

419201 

444391 

457705 

412723 

435774 

408753 

447783 

4180B5 

452472 

409112 

410250 

446219 

426928 

425812 

411742 

415075 

416209 

440867 

430375 

419507 

410328 

405426 

432636 

434725 

414683 

429500 

449944 



AI333771 Hs.82204 ESTs 18.1 

0 18.0 

0 18.0 

AM313S7 Hs.234546 GMPR2 for guanosfne monophosphate reductase! 18.0 

AB020713 Ks.56966 K1AA0906 protein 18.0 

A1522132 Ks.28700 ESTs 18.0 

AW959311 Hs.87019 ESTs 17.9 

AI970672 Hs.46638 ctvomosome 1 1 open reading firana 8; fetd br 17.9 

AW182614 Hs.128499 ESTs 17.8 

X73424 H3.63788 proptonyt Coenzyme A carboxylase, beta polype 17.8 

AW748g20 gb:CM2-8T0306>171199<)34^2 BT0306 Homo sapl 17.8 

1^137 Hs.1564 cartilage oDsomerlcmatrbpfOtein 17.8 

AA626937 Hs.181551 ESTs 17J 

AK000768 H3.107872 hypothelicai protein FU20761 17.7 

0 17.7 

AI&60149 Hs.44865 lymphoid enhancer-binding factor 1 17.7 

NM-016429 Hs.37482 C0PZ2 for nonctalhrin coat protein zeta<»P 17.7 

Z95152 Hs.178695 mitogerv^ated protein kinase 13 17.6 

X72755 Hs.77367 moncWne induced by gamma Interferon 17.5 

AW194426 Hs.20726 ESTs 17.6 

AA455706 Hs.44581 heat shock protein hsp7(kBlatedpmtein 17.5 

AF038961 H5.6710 mannose-P-ddichol utizatton defect 1 17.5 

AI923627 Hs.31903 ESTs 17.5 

J04088 Ks.156346 topolsomerase (DNA) il alpha (170kO) 17.5 

AW747800 K5.55016 hypothetic^ orotein FU21935 17.4 

NM_O05756 Hs.184942 Gprotein-coupted receptor 64 17.4 

BE391804 Hs.62661 guanytatd binding protein 1, Interferun-induc 17.4 

Nl^000954 Hs.8272 prostaglandin D2 synthase (21ltD, brain) 17.4 

AW374954 Hs.71779 Homo sapiens DMA from chromosome 19. cosmldF 17.3 

0 17.3 



421536 
436032 
418196 
452323 
407699 
414617 
408204 
452650 
432906 
402408 



AB037762 


HS.4426B 


myelin gene expression factor 2 


17.3 


AI677897 


Hs.76640 


RGC32 protein 


17.3 






coi>>( ivcoiUj oiiiiuoi lu lO'iiu piuunii |n.atip 


17,2 


AL1 17482 


Hs,7978 


DKFZP434C131 protein 


17.2 


U37519 


Hs.87539 


aldehyde dehydrogenase 8 


17.2 


X69699 


Hs.73149 


paired box gene 8 


17.2 


X58528 


Hs.76781 


ATP-binding cassette. sut>-fam!ly D (ALO], mem 


17.1 


U38945 


Hs.1174 


cyclinxlependent kinase Inhibitor 2A (melanom 


17.0 


AB032945 


Hs.172506 


myosin VB 


17.0 


AF181721 


Hs.61345 


RU2S 


17.0 


AA807814 


Hs.70582 


ESTs, Moderately similar to AF1 44056 1 apopto 


16.9 


AW513143 


Hs.98367 


hypothetical protein FIJ22252 similar to SRY- 


16.9 


AW405434 


Hs.82575 


small nuclear rfbonucleoprotein polypeptide B 


16.9 


AW175997 




gb:QV0-BT007&-190899-00$-E02 BT0078 Homo sapl 


16.9 


AA164667 


HS297889 


ESTs 


16.9 


AW043637 


Hs.21766 


ESTs 


16.9 


M22324 


Hs.1239 


alanyl (membrane) aminopeptidase (aminopeptid 


16.9 


AL137597 


Hs.11114 


hypothelicai protein dJl 1 81 N3.1 


16.9 


AW97466a 




gb£ST386757 MAGE resequences, MAGM Homo sapl 


16.8 


AA648459 


Hs.179912 


ESTs 


16.8 


R86056 


Hs.4992 


tumor suppressing subtramsferaible candidate 1 


16.8 


AI337192 


Hs.47438 


SH3 domain binding glutamic acid-rich protein 


16.8 


AF054178 


Hs.19561 


NADH dehydrogenase (ubiquinone) 1 alpha subco 


16.8 


R40328 


Hs.258822 


ESTs 


16.7 


AW957300 


Hs.294142 


ESTs, Weakly similar to SP49_HUMAN SPUCEOSOM 


16.7 


BE243971 


HS.S0649 


qdnone oxidoreductase homok}g 


16.7 


AI082777 


Hs.61384 


KIAA1445 protein 


16.7 


AI287344 


Hs.149827 


ESTs 


16.6 


BE409838 


H5.194657 


cadherin 1, type 1, E-cadherin (epithelial) 


16.6 


AA364128 


Hs.245633 


ESTs 


16.6 


AW247593 


Hs.71819 


eukaryoGc translation Initiation footer 4E b 


16.6 


m 000857 


Hs.77890 


guanylata cyclase 1, soluble, beta 3 


16.6 


AA236776 


Hs.7g078 


MAD2 (mitotic arrest defidertt, yeast homok) 


16.6 


8E076969 


Hs.7337 


hypothetical protein FU10936 


16.6 


AW371048 


HS.937S8 


H4 histone famliy, member H 


16.6 


R52557 


Hs.91579 


Homo sapiens ctone 23783 mRNA sequence 


16.6 


BE080190 


Hs.62275 


CGl-141 protein 
0 


16.5 
16.5 


AA340864 


Hs.278562 


daudin? 


16.5 


AK000796 


Hs.4104 


hypothetical protein 


16.5 


S78296 


Ks.7688d 


bilemexin rveuronal intermediate filament pro 


16.5 


X78565 


Ks.289114 


hexabrachion (tenascin C. cytotacttn) 


16.5 


AF290512 


Ks.5e215 


Homo sapiens rhotekln mRf^A, parHal ods 
0 


16.4 
16.4 
16.4 


BE250690 


Hs.105509 


CTL2gene 


AA150797 


Hs.109276 


tatexin protein 


16.4 


AI745549 


Hs.26549 


ESTs, Weakly similar to T00066 hypothetical p 


16.4 


W44356 


Ks.2928t2 


ESTs. Weakly stmOar to C43H8.1 [Celegans] 


16.4 


AA825974 


Hs.32646 


Homo sapiens cONA: FU21901 fis, done HEP034 


16.4 


A1339520 


Hs.20524 


ESTs. Moderately simtlar to hexokinase 1 [Rs 


16.3 


AA454S01 


Hs.43666 


protein tyrosine phosphatase type IVA, member 


16.3 


AW270150 


Hs.254516 


ESTs 


16.3 


BE265489 


Hs.3123 


lethal ^1 larvae (Drosophila) homctoq 2 
. 0 

184 


16.3 
16.3 



wo 02/102235 



PCT/US02/19297 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



40B805 
447155 
405699 
406S93 
418629 
424905 
424243 
418462 
457205 
428188 
449845 
406429 
407375 
448377 
431156 
450043 
403121 
400214 
453252 
451734 
416855 
424474 
423685 
428187 
438817 
425692 
421674 
439999 
411351 
413027 
453884 
407894 
422748 
414591 
421877 
404780 
401192 
447519 
434262 
451253 
435499 
422424 
424834 
424562 
443247 
430696 
437044 
428237 
440048 
414922 
422030 
408716 
410258 
410530 
447072 
409015 
447549 
449704 
427337 
421630 
433018 
422938 
407014 
429311 
431842 
406907 
458495 
420551 
448443 
443646 
431538 
436687 
420917 
428575 
403482 
421499 
401047 
417749 
41K93 
428474 
428862 
430271 
414328 
415314 



H59912 


Hs.48269 


vaodnia related Unasel 


M100605 


Hs.121557 


ESTs.We3Uyslma3rtoAF251041 1 SGC32445p 
0 


M22406 




gbiKuman tntes&d mudn mRNA. paittal ods. 


BE247550 


K&86859 


gruwUi factor receptor-bound protein 7 (GRB7| 


NWL(»2497 


Hs.153704 


N[MA (never In mitosis gene a)-rBl3ted kinase 


Aj949359 


Hs^1837 


ESTs, Highty etmilar to ds GotgMocalized c 


BE001596 


Ks.85266 


tntegrin. beta 4 


AI905780 


K&198272 


KADH dehydrogenase (utnquinone) 1 beta sut}oom 


M98447 




transgtutarnlnase 1 (K polypeptide epidennat t 


AW971183 


Hs.60054 


ESTs 


AA091354 




0 

gbjiOSlS^J Human fetal heart Lambda ZAP 


A1494514 


Hs.171380 


ESTs 


NM-002220 


Hs^722 


inositol 1,4.5-tnsphosphate 3-kinase A 


AA885699 


Ks.24332 


CGl-26 protein 



f»2436 

NJML006176 

AA188753 

AA308883 

8E350494 

Ai687303 

AI023799 

090041 

T10707 

AA115811 

W02919 

NM_002885 

AA355925 

AJ278313 

AA316266 

AI883490 

AW250360 



U46256 

AF121858 

K4e29g 

R89344 

AI186431 

AK001432 

A1420859 

BE614387 

AAS31276 

AIJ035864 

AF175206 

AA897461 

000723 

X51416 

A1567839 

X52638 

M25809 

081594 

BE389387 

AIB71120 • 

AK000733 

Z46223 

N1UL001956 

A1669760 

NM_001809 

U38268 

AF080157 

NM_005764 

225427 

A120202g 

AL137692 

AW167128 

AI085198 

AL137547 

AA868643 

AW135716 

M19684 



Hs.215725 

Hs.26944 

Hs.36793 

H5.148680 

Hs.49753 

Hs.285529 

Hs.163242 

Hs.155956 

HS.2963S5 

K3.6838 

Hs.283476 

Hs.75151 

H3.38232 

H5.41143 

Hs.129349 

Hs.55902 

Hs.109059 



Hs^3448 

H5.12169 

K5.26126 

Hs.14148 

Hs.1 16577 

Hs.153408 

HS.150S57 

Hs.47378 

Hs.59509 

H5.69517 

Hs.183125 

Hs.15846g 

Hs.77631 

Hs.l 10849 

Hs.151714 

Hs.739 

Hs.64173 

Hs.17279 

Hs,49767 

Hs.231265 

Hs.23900 

Hs.176663 

Hs.1407 

Ks.188881 

Hs,1594 

Hs.198998 
Hs.271473 

Hs.l4e5g3 
Hs.98790 
Hs.231934 
Hs^699 
Ks.259619 
Hs.120461 
Hs.1 17330 
Hs.184929 



A1271438 Hs.105022 



U09198 

AI373204 

AB023182 

NM.000346 

T06199 

Z21666 

N88802 



Ks.82520 

HSJ9531 

Hs.184523 

Ks^16 

Hs^7506 

Hs.75900 

Ks.5422 



0 
0 
ESTs 

netnogranln (protein kinase C substrate. RC3) 
Homo sapiens cDNA: FU23188 fis. clone LNG120 
calcyon; 01 dopamine receptor-interacting pro 
Homo sapiens mRMA for K1AA1561 protein. parS 
ESTs 
ESTs 

NAT1; arylaminB N-acetyltransfBrase 
neuronal PAS domain protein 2 
ras homolog gene (amiiy, member E 
peroxisomal acyf-OoA thioesterase 
RAPl. GTPase acthrating protein 1 
K1AA0186 gene product 
phosphoinositide-spectfic phospholipase C-tiet 
ESTs 
ESTs 

mitochondria] ribosomat protein LI 2 

0 

0 

ESTs 

sorting nexin 8 

daudtnIO 

ESTs 

prostate differentiation factor: placental bo 

Homo sapiens cOHA FU10570 fis, done NT2RP20 

basic transcriplton eiement binding protein 1 

ESTs 

ESTs 

ESTs, highty similar to diflisrenfially expres 

killer cell lectin4ike receptor Fl 

ESTs. Weakly similar to envelope protein [H^ 

glycine deavage system protein H (aminomethy 

esbogen-related receptor alpha 

ESTs 

6-pho$phofmcto-2-kinase/fhJCtose-2.&-t»phosp 

ESTs, Highly similar to VAB1.HUMAN VACUOLAR A 

tyro^lproteln sulfotransferase 1 

NAOH dehydrogenase (ubiquinone) Fo-S protein 

ESTs 

GTPase activaQng protein 

Fc fragment of IgG, bw affinity lllb, recept 

endothenn 2 

ESTs 

centromere protdn A (17kD) 

gb:Human cytochrome b pseudogene, partial cds 

conserved helix-loop-hetlx ubiquitous k^iase 

epitheOal protein up-regulated in carcinoma, 

gb:H.sapiens protein-serine/threomne kinase 

ESTs 

Homo sapiens mRNA; cDNA OKFZp434P182 (from d 

ESTs 

ESTs 

Homo sapiens mRNA; cONA DKFZp434B1 120 (from c 

ESTs 

ESTs 

serine (or cysteine) proteinase inhibitor, d 
0 

Homo sapiens PAC done RP4-701O16 from 7q33^] 
0 . . 

polymerase (DIMrected), delta 4 
Homo sapiens TTFJ tnleracfing peptide 20 mRN 
KIAA0965 protein 

SRY (sex-determining region Y)-box 9 (campome 
heal shock cognate 40 
aoonitase Z mitochondrial 
gtyooprotein M6B 

185 



15.3 
16.3 
16.2 
16.2 
16.2 
16.2 
16.2 
16.1 
16.1 
16.1 
16.1 
16.1 
16.1 
16.1 
16.0 
16.0 
16.0 
15.9 
15.9 
15.9 
15.9 
15.9 
15.9 
15^ 
15.9 
15.9 
15.9 
15.9 
15.9 
15.9 
15.8 
15.8 
15.8 
15.8 
15.8 
15.8 
15.8 
15.8 
15.7 
15.7 
15,7 
15.7 
15.7 
15.7 
15.7 
15.6 
15.6 
15.6 
15.6 
15,6 
15.6 
15.5 
15.5 
15.5 
15.5 
15.5 
15.5 
15.4 
15,4 
15.4 
15.4 
15.3 
15.2 
15.2 
15.2 
15.2 
15.2 
15.1 
15.1 
15.1 
15.1 
15.1 
15.0 
15.0 
15.0 
15.0 
14.9 
14.9 
14.9 
14.9 
14.9 
14.9 
14.9 
14.8 
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453735 

424345 

423575 

438081 

403485 

452114 

425559 

412869 

452101 

420505 

426125 

433336 

428977 

429785 

402424 

424971 

433037 

421670 

438598 

453370 

410561 

402287 

419741 

442047 

4285B2 

440006 

405851 

457316 

420453 

436406 

420736 

419743 

429113 

450256 

424906 

427414 

419839 

418738 

429414 

424669 

408989 

406788 

417861 

402104 

416358 

405802 

448357 

444261 

407846 

425163 

402520 

429597 

430044 

429853 

427036 

444381 

432090 

406778 

404961 

452313 

452355 

429942 

403165 

442150 

439709 

456799 

427356 

448982 

432025 

427505 

402965 

418601 

436954 

405024 

453976 

431921 

401735 

445496 

425007 

409463 

430193 

458669 

426769 

416661 



AI066629 
AK001380 
C16853 
H4S546 

N22687 

ABrai914 

AA290712 



AW967984 

Xa7241 

AF017986 

AK001404 

H82114 

AA47900S 

NM_014158 

BE207318 

AI805943 

AI470523 

BE540255 

NM_007019 

AA974598 

BE336699 

AK000517 

AA609784 

A1123557 

AL157500 

AW105723 

AI263022 

AW408762 

028235 

AA286887 

A1566086 

F11750 

U24577 

AW3B8533 

AI783656 

AA417181 

AW361666 

Aigi1641 

AA334551 

R88849 

N20169 
AA298g58 
AA426202 
D10040 

NM_003816 

AA46451Q 

M63874 

AA397625 

BE387335 

AW972855 

H06273 

AW972195 

Y00485 

N54926 

AI338993 

AI368158 

AW401433 

AC004923 

AW023482 

AI638164 

BE407132 

AA361562 

AA279490 
AA740151 

BE463830 
N46466 

AB007860 
AA45&483 
At45B185 
AtB26653 
AI637934 
AA07S596 
AA634543 



Hs.125073 
Hs.145479 
Hs.163443 
Hs^98964 

Hs.8236 

Hs.170414 

Hs.82407 

Hs.291612 
85.166994 
HSJ1386 
Hs.194698 
Hs^l769 

Hs.154036 
Hs.279938 
Hs.106674 
Hs^723 • 
Ks.182356 
Ks.6994 

Hs.93002 

Ks.150324 

Hs.185055 

Ks.6844 

Hs.180255 

Hs.127254 

Hs.97840 

Hs.125346 

Hs.82204 

Hs.1 27478 

H5.196384 

H5.24724 

Hs.153716 

Hs,6647 

Hs.93304 

H3.6682 

Hs.202095 

Hs.1 20858 

Hs.49500 

Hs.5184 

Hs.82767 



HS.10&923 
Hs.10724 
Hs.40403 
H3.154890 

Hs.2442 

Ks.152812 

Hs.211587 

Hs.163913 

Hs.283713 

Ks.292853 

Ks.101651 

HS.2&4236 

Ks.28914 

Hs.29202 

Hs.134535 

Hs.128864 

Hs.6649 

Hs.135187 

Hs.97849 

Hs.225520 

H3.111286 

Hs.178761 

Hs.86388 
Ks.130425 

Hs.163714 
Hs.58879 

Hs.12802 

Hs.172081 

Hs.172g6 

Hs.102928 

Hs^4978 

Hs.172153 

Ks,79440 



ESTs 

Homo sapiens cONA RJ10518 (is, done HTTBP^O 

ESTs 

ESTs 

0 

ESTs 

patred bask: amino add deavtng system 4 
Homo sapiens HSPC296 mRNA. partial cds 
gb:yb87f12x1 Strat^ene Gver (937224) Homo 
ESTs 

FAT tumor suppiBSSor (Drosophila) homobg 

ESTs; Highly similar to FRIZZI^ PROTHN PRE 

cydinB2 

ESTs 

0 

bimor suppresslrtg subtransCsrable candidate 3 
HSPC057 protein 

BRCA1 assodated protetn-1 (ubtquitincarboxy 
Homo sapiens cONA: FU23439 fis, done HSI001 
ESTs. Moderately similar to translation tniS 
Homo sapiens cONA: aj22044 tis. done HEP091 
0 

ubiquiUn carrier protein E2-C 
ESTs 

BENE protein 

hypothetica] protein FU20510 

mcQor histDcompatiblilty complex, dass tl, 0 

ESTs 

Homo sapiens mRNA; cDMA DKFZp434O015 (from d 

ESTs 

ESTs 

ESTs 

Prostaglandln^ndoperoxide synthase 2 {COX-2) 
MFH-ampBfied sequences w*th leucine^ Ian 
Homo sapiens mRNA for Hmob33 protein, 3* untr 
Homo sapiens cDNA FU13088 lis, done MT2RP30 



sotuts canier family 7, member 1 1 
empty spiracles (DrosopNIa) homolog 2 
Homo sapiens cDNA FU13945 (is, clone Y79AA10 
KIAA0746 protein 
THIdrosophilabomolog 
spemn specific anfigen 2 
0 

gb:ym96a06.r1 Soaies adult brain N2b4HB5SY Ho 
0 

ESTs 

MOS023 protein 

Cbp/p300^nteracting transactivator, with Glu 
fat^-add-Coenzyme A Ugase, bng-chain 2 
0 

a distntegnn and metaQoproteinase domain 9 

EST duster (not tn UdGene} 

Human phosphatidylcholine 2-acyIhydrola5e [cP 

ESTs 

ESTs 

ESTs 

Homo sapiens mRNA; cONA DKFZp434C1 07 (from d 

atdo-keto reductase family 7, member A3 (afia 

adenine phosphoilbosYttransferase 

G protein^upled receptor 34 

ESTs 

0 

ESTs 

hypotheCcal protein FU20128 

Homo sapiens done CDABP0025 mRNA sequence 

ESTs 

ESTs 

hypothslical protein FU22512 

26S proteasome-assodated padl homdog 

0 

caimegin 

ESTs 

0 

ESTs 
ESTs 
0 

development and differentiation enhancing fac 
phospiiodiesterase 40. cAMP^pedfic (dunce (0 
ESTs 

Homo sapiens cONA FU13479 (is, done PIACEIO 
ESTs 

gtutalhtone peroxidase 3 (plasma) 
. lGf4ImRNM}lnding protein 3 

186 



14.8 
14^ 
14.8 
14.8 
14.8 
14.8 
14.8 
14.8 
14.7 
14.7 
14.7 
14.7 
14.7 
14.7 
14.7 
14.7 
14.6 
14.6 
14.6 
14.6 
14.6 
14.6 
14.6 
14.5 
14.6 
14.5 
14,5 
14.5 
14.5 
14.5 
14.5 
14.5 
14.5 
14.5 
14.5 
14.4 
14.4 
14.3 
14.3 
14.3 
14.3 
14.3 
14.3 
14.3 
14.2 
14.2 
14.2 
14.2 
14.2 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.1 
14.0 
14.0 
14.0 
14.0 
14.0 
14.0 
13.9 
135 
13.9 
13.9 
13.9 
13.9 
13.8 
13,8 
13.8 
13.8 
13.8 
13.8 
13.8 
13.8 
13.8 
13.8 
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13.7 
13.7 
13.7 
13.7 
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439901 


N73885 


Hs.124169 


431374 


BE25B532 


Hs^51871 


432881 


-AA339526 


HsJ79593 


441172 


Al27g652 


Ks.132879 


410001 


AB041036 


Hs^7771 


430315 


NM_004293 


Hs^39147 


422769 


AA938905 


H3^89112 


402389 






448977 


X91809 


HS72698 


459848 






452972 


M31732 


HS31210 


431441 


1181961 


Hs^794 


448585 


AB020676 


Hs^1543 


428385 


AF112213 


Hs.184062 


434699 


AA643687 


Hs.149425 


44723B 


AW451676 


H5.1S8564 


437108 


AA434054 


Hs^0624 


425749 


AW328587 


Ks.159448 


425154 


NM-001851 


Hs.154850 


413753 


U17760 


H3.301103 


419034 


NM-002110 


Hs.89555 


448361 


H82028 


Hs.238707 


412754 


AW160375 


Hs.74565 


419081 


AI798863 


Hs.87191 


407732 


AW138839 


Hs.24210 


423329 


AF054910 


Hs.127111 


422627 


BE336857 


Hs.1 18787 


439636 


AF086467 




417605 


AF006SQ9 


Hs.82294 


445861 


BE2g3423 


Hs.11809 


447350 


AI375572 


Hs.172634 


451807 


W52854 


Hs.27099 


421515 


Y11339 


Hs.105352 


422443 


NM_014707 


Hs.1 16753 


412504 


Z44496 


Hs.26039 


453344 


BE349075 


Hs.44571 


402885 






438712 


AW978161 


Hs,169877 


421774 


AL050374 


Hs.108169 


425538 


NWL012337 


HS.1584S0 


401897 






425601 


AW629485 


Hs.293352 


450779 


AW204145 


Hs.156044 


444858 


A1199738 


Hs.208275 


442619 


AA447492 


Hs.20183 


434263 


N34895 


Ks.44648 


426059 


BE292842 


Ks.166120 


407467 


D55638 




412560 


R24601 


Hs.108300 


442986 


A1025990 


Hs.285520 


420317 


AB006628 


Hs.96485 


443211 


AI128368 


Hs.143655 


434361 


AF129755 


Hs.117772 


423493 


AI815965 


HS..1 29683 


414183 


AW957446 


Hs301711 


447778 


BE620592 


Hs.71190 


435106 


AA100847 


Hs.193380 


439490 


AW249197 


Hs.100043 


405606 


AW444594 


Hs.2387 


421306 


AA687322 


Hs.192843 


414950 


C15407 




416783 


AA208186 


H3.7988g 


415927 


AL120168 


Hs.78919 


422605 


H16646 


Hs.1 18666 


430427 


AA296701 


Ks.241413 


424620 


AA101043 


Hs.151254 


421693 


X71490 


Hs.106876 


407727 


AW411148 


Hs.38044 


427706 


AW971225 


H3.293800 


406709 


A1355761 


Hs.242463 


405353 






453060 


AW^92 


Hs.21594 


459299 


BE094291 


Hs.155651 


447843 


AW337186 


Hs.224891 


446576 


AI659477 


Ks.51820 


449700 


102867 


Hs.78358 


436476 


AA326108 


Hs.53631 


432532 


AW058459 


Hs.162246 


408405 


AK001332 


Hs.44672 


432673 


AB0288S9 


Hs^&605 


414584 


AW&30023 


Hs.76693 


447210 


AR)352E9 


Hs.17752 


427923 


AW274357 


Hs.268364 


437395 


AL385408 


Hs.10632 



ESTs 

CTP synthase 
HSPC171 protein 
ESTs 

kainicreln 11; serine pfotsass (TISP) 



CGM3 protein 
0 

regutalor of &firotetn signalling 19 

gb:tL3X:TO220-15020O^70-BO2 CT0220 Homo sapi 

B-ceO CLUtymphoma 3 

sodhmi channel, nonvoltage^ated 1 alpha 

K1AA08G9 protein 

putatrve RabS-interacting protein 

Homo sapiens cONA FIJ1 1980 fis, done HEMBB10 

ESTs 

Homo sapiens cONA: FU23M2 fis, done HSI009 
surfeit 2 

odtagen. type IX. alpha 1 

Laminin, beta 3 {nicein (125kD), kalinln (140 

hemopc^Sc cell kinase 

Homo sapiens cDNA: FU22457 fis. ctane HRC099 
amytoU tieta (A4) precursor-like protein 1 
ESTs 
ESTs 

tektin 2 (testicular} 

transfomung growth factor. t)eta-induced, 66k 
gb:Homo sapiens full length insert cONAdone 
ragutator of &pn)te!n Glgnalttng 3 
single Is IL-IR-related molecule 
ESTs; HER4(o^rW4) 
DKFZP564J0883 protein 
GalMAc alph3-2. ^slalyttransferase I, long f 
histonedeacetylase 76 

Homo sapiens cONA FU 13937 fis. ctone V79AA1 0 

ESTs 

0 

ESTs 

DKFZP586C1619 protein 
nasopharyngeal epithelium specific protein 1 
0 

ESTs 
ESTs 

ESTs. Weakly similar to unnamed protein produ 
ESTs, Weakly similar to AF164793 1 proteinx 
ESTs 

Interferon regulatory factor 7 

gb:Human B-cell PABL (pseudoaulosomal boundar 

CCR4-N0T transcription complex, subunit 3 

ESTs 

K1AA0290 protein 

ESTs 

ESTs 

ubiquItirH:onjugattng enzyme E20 1 (homok>gou 

Esrs 

ESTs 

ESTs, H^hly similar to AF1746001 Ftoprot 
ESTs, Weakly simfiar to PSF.HUMAN PTB-ASSOOA 
transghitaniinase 4 (prostale) 
ESTs 

gb:C15407 Ctontech human aorta polyA-^ mRNA (6 
monocyte to macrophage differentiation-associ 
KeO blood group pFecursor (McLjeod phenotype) 
Human done 23759 mRNA. partial cds 
optidn 

kaliikrein 7 (dtymotryptlc; stratum comeum] 
ATPase, H+ transporting, lysosomal (vacuolar 
DKFZP564M082 protein 

ESTs, Weakly simitar to Al.U1_HUfyiAN ALU SUBFAM 

keraGnS 

0 

ESTs 

hepatocyta nudear factor 3, beta 
ESTs 

ESTs. Moderately simDar to ALU7.HUMAN ALU SU 

ESTs 

ESTs 

ESTs 

hypotheOca! proton FLJ10470 
ER^ssodated DNAJ; ER-assoctated Hsp40 ocxh 
3-hydroxybutyrate dehydrogenase (heart, mttoc 
phosphatidytserine-spedSc phosphoGpase Ala 
Fzrl protein 
. hypolheGcal protein OKFZp762M1 36 

187 
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441627 


AA947552 


Ks.58086 


ESTs 


12.9 


419084 


AA496539 


Ks.179902 


transpc^-fike protein 


12.9 


423087 


AA321355 


K3.235401 


ESTs 


119 


423070 


R55577 


H5.155569 


ESTs 


12.8 


441344 


BE250144 


H$.41514 


ESTs 


118 


423527 


A1206965 


H3.105661 


Homo sapiens cONA aJ13824 (is, clone THYRO10 


12.8 


417006 


AW673606 


Hs^758 


sspartyHRNA synthetase 


1Z8 


453552 


AL041941 


Ks.154729 


3-phosphotnos[fide dependent protein ldnase-1 


12.8 


453657 


W23237 


K!l296162 


ESTs 


12.8 


434414 


AI798376 




Sb:tr34b07jt1 Na_CGAP_Ov23 Homo sapiens cDKA 


1Z7 


456051 


T85626 


Hs.76239 


hypothetical protein RJ20608 


12.7 


451659 


BE37g761 


Hs.14248 


ESTs. Weakly similar to ALU8_HUMAN ALU SUBFAM 


12.7 


418216 


AA662240 


Hs^83099 


AF15q14 protein 


12.7 


4232S1 


AJ271684 


Hs.126355 


C-type (calcium dependent caibohydrate^ecog 


12.7 


424275 


AW673173 


Hs.144505 


OKFZP556F0546 protein 


12.7 


440062 


AI350518 


Hs.129692 


ESTs 


12.7 


444371 


BE540274 


Hs^39 


FcrkheadtxMMI 


12.7 


412520 


AA442324 


Hs.795 


H2A histone family, member 0 


\Z7 


413349 


BE086692 




gb:QVl^T0578-130400.156^07 BT0678 Homo sapi 


12.7 


414500 


W24087 


Hs.76285 


DICFZPS64B167 protein 


m 


429261 


AW176254 


Hs.143475 


ESTs 


12.6 


402238 






0 


12.6 


400280 






0 


12.6 


421246 


AW582962 


Ks.300961 


ESTs. Highly stntilar to AF1 51805 1 C6I-47 pro 


1Z6 


442029 


AW956698 


Ks.14456 


neural prec^irsor oeS expressed, devebpmenta 


12.6 


435502 


113266 


Hs.105 


glutamate receptor, lonotropic N-methy! D-as 


12.6 


409964 


AW369226 


Ks.67928 


ESTs 


12.6 


418793 


AW382987 


Hs.68474 


prostaglandin-endopero^dde synthase 1 (prosta 


12.5 


452117 


AI421760 


HS.77B70 


Homo sapiens cDNA FU12750 fis, done NT2RP20 


12.5 


448074 


BE621355 


Hs.27150 


ESTs 


12.5 


442655 


AW027457 


Hs.30323 


ESTs 


12.5 


409928 


AL137163 


Hs.57549 


hypothetical protein dJ473B4 


12.5 


400240 






0 


12.5 


413048 


M93221 


HsJ51B2 


mannose receptor. C type 1 


12.5 


426215 


AW963419 


Hs.155223 


ESTs 


12.5 


430024 


AI808780 


Hs.227730 


tntegrin. alpha 6 


12.5 


445655 


AA873830 


Hs.167745 


B cell linker prol^ 


115 


419941 


X9e654 


Hs.93837 


phosphalidyllnositol transfer protein, membra 


12.5 


425260 


U31519 


Hs.1872 


phcsphoenolpyruvatecarboxykinase 1 (soluble) 


115 


427767 


AI879283 


Hs.180714 


cytochrome c oxidase subunit Via polypeptide 


114 


450243 


AW119084 


Hs.201037 


ESTs 


114 


408930 


AA146721 


Hs.49005 


hypothetical protein ' 


114 


418763 


T41368 




gb:ph1d1J9/1TV Outward Alu-primed hncOMA lib 


12.4 


452096 


BE394901 


Hs^26785 


ESTs 


114 


424513 


BE385864 


Hs.14g694 


mitochondrial translatbnal tnlllalton factor 


114 


422306 


BE044325 


Hs227280 


Homo sapiens mRNA for l^mS protein 


114 


409031 


AA375836 


Hs.76728 


ESTs 


114 


435515 


N40Q80 


H5.6879 


DC13 protein 


114 


429583 


NM.006412 


Hs^09119 


1-acytgtyceroI-3-phosphate 0-acyltransferase 


113 


449643 


R05989 


Hs.19603 


ESTs 


113 


440313 


AL050060 


Hs.7158 


DKFZP556H073 protein 


113 


425593 


AA278921 


Hs.1908 


proteoglycan 1, secretory granule 


113 


447357 


At375922 


Hs.159367 


ESTs 


113 


405089 






0 


113 


414972 


BE253782 


HS.7769S 


KlAAOOOdgene product 


113 


435039 


AW043921 


Hs.130526 


ESTs 


113 


447033 


A1357412 


Hs.157601 


EST-nottnllnlGene 


113 


427521 


AW973352 


Ks.299056 


ESTs 


113 


4093n 


AA300274 


Ks.1 15659 


Homo sapiens cDNA: FU23461 fis, clone HSI077 


113 


400116 






0 


12.3 


445806 


AL137515 


Hs.13323 


hypothetical protein FU22059 


12.2 


457817 


AA2477S1 


Hs.79572 


cathepsin D (lysosomal aspartyl protease) 


112 


442410 


AW996503 


Hs.197680 


ESTs 


112 


445404 


AI261687 


Hs.145541 


ESTs. Weakly similar to JC4974 sodium Iodide 


112 


403372 


AW249152 


Hs.44017 


SIR2 (silent mating type hfbnnalicn regulall 


112 


427082 


AB037858 


Hs.173484 


hypothelical protein FU10337 


112 


433764 


AW753676 


Hs39g82 


ESTs 


112 


400268 






0 


112 


433190 


M26901 


Hs.3210 


renin 


112 


444863 


AW384082 


Hs.301323 


ESTs 


112 


434779 


AF153815 


Hs.50151 


potassium Inwardly-rectifying channel, subfam 


12.2 


451346 


NM.006338 


Hs^12 


gfloma amplified on chromosome 1 protein (leu 


112 


430262 


AA21B760 


H3^7323 


N-acetylglucosamineiihosphate mulase 


112 


421071 


AI311238 


Hs.104476 


ESTs 


112 


426773 


NM15556 


Hs.172180 


KIAA0440 protein 


111 


409178 


BE393948 


Hs^15 


kaHikretnS 


111 


400250 






0 


111 


428450 


NM.014791 


Hs.184339 


KIAA0175gene product 


111 


414531 


T69337 


Hs,76384 


allograft tnflammatory factor 1 


111 


448210 


AW247775 


Hs.7393 


hypothetical protein from EUROIMAGH 1987170 


111 


440081 


AAS63369 


Hs.135643 


ESTs 


111 


413179 


N99692 


Hs.75227 


t^H dehydrogenase (ubiquinone) 1 alpha subco 


111 


447551 


BE066634 


Ks.929 


myosla heavy pdypepOde 7, cardiac muscle, 


111 


400517 


AF242388 


Hs.149585 


tengstn 


111 
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401610 






0 


110 


454381 


AS35093 


Hs.193428 


ESTs 


\ZQ 


443997 


AWD8146S 


HS.29S644 


ESTs 


1Z0 


402944 






0 


12.0 


430637 


BE160081 


Hs^6290 


S100 caldunKbinding protein A11 (catgizzarin 


12.0 


415099 


A1492170 


Hs.77917 


ubiqullin carboxyMermlnat esterase U (ubiq 


1Z0 


445422 


AV653731 


Hs.28282g 


ESTs 


110 


416867 


AK000526 


Hs.79457 


hypotheOca) protein FU20519 


110 


442611 


BE077155 


Hs.177537 


ESTs 


12.0 


443271 


BE56B568 


Hs.195704 


ESTs 


12.0 


415120 


N64464 


Hs.34950 


ESTs 


12.0 


439574 


A)469788 


Ks.165190 


ESTs 


12.0 


405804 






0 


12.0 


412519 


AA196241 


Hs.73980 


troponin T1. skeletal, slow , 


12.0 


414135 


NM_004419 


Ks.2128 


dual specifi(% phosphatase 5 


110 


447075 


AV662037 


Ks,124740 


ESTs 


12.0 


416B41 


N33878 


Hs.249495 


heterogeneous nuclear ritionucteopfotein A1 


12.0 


402943 






0 


11.9 


416933 


BE561850 


HS.80S08 


small nuclear ritionucleoproteln polypeptide A 


11.9 


439744 


AL369994 


Hs.301272 


ESTs. Weakly similar to homotogue of Orosphil 


11.9 


405762 






0 


11.9 


408983 


NMLO0O492 


Hs.663 


cystic fibrosis transmembrane conductance reg 


11.9 


455102 


Ba)05496 




gb:CM1-BN0117-11040O-183-b096N0117Homo&apl 


11.9 


402840 






0 


11.9 


449183 


AW445022 


Hs.196985 


Homo sapiens cONA: aJ21135 fis. clone CAS072 


11.9 


439273 


AW139099 


Hs.269701 


ESTs 


11.9 


450484 


BE220675 




gbiil98f11ji1 NCLCGAP_Lu24 Homo sapiens cDNA 


11.9 


445431 


AF137386 


Ks.12701 


plasmonpin 


11.9 


401888 






0 


11.9 


426037 


AW160780 


HS.16S071 


cydin-dependent kinase 5 


11.9 


416742 


R38644 


K3.248420 


ESTs 


11.9 


418324 


AW246273 


Hs.84131 


Ihreonyl-tRNA synthetase 


11.8 


412870 


N22788 


Hs.82407 


Homo sapiens HSPC2g6 mRNA, partial cds 


11.8 


432680 


T47364 


Hs.278613 


interferon, alpha-inducible protein 27 


11.8 


421478 


At683243 


Hs.g725B 


ESTs 


lli 


426635 


BE395109 


Hs.129327 


ESTs 


11.8 


420523 


AA262999 


Hs.42788 


ESTs 


11.8 


426227 


U67058 


Hs.168102 


Human proteinase sctivaled receptor-2 mRNA; 3 


m 


416658 


U03272 


H8.79432 


fibrillin 2 (congenital contractural arachnod 


11.8 


441816 


AI401807 


Hs.149997 


ESTs 


11.8 


424596 


A6020639 


Hs.151017 


estrogen-related receptor gamma 


11.8 


400640 






0 


11.8 


448133 


AA723157 


Hs.73769 


folate receptor 1 (adult) 


11.6 


401532 






0 


11.8 


400161 






0 


11.8 


442556 


A1.137761 


Hs.8373 


Homo sapiens mRNA: cDNA DKFZp566(^424 (from c 


11.7 


451002 


AA013299 


Hs.8018 


ESTs, Weakly similar to ALU3_HUMAM ALU SUBFAM 


11.7 


401879 






0 


11.7 


415989 


AI267700 


Hs.111128 


ESTs 


11,7 


416434 


AW163045 


Hs.79334 


nuclear factor, interteukln 3 regidaled 


11.7 


410616 


AW573401 


Hs.273599 


ESTs 


11.7 


449239 


T24653 


Hs.23360 


likely orthotog of yeast ARV1 


11.7 


447669 


AL04gg85 


H3.igi80 


Homo sapiens mRNIA; cONA 0KFZp564E1 22 (from cl 


11.7 


436877 


AA931484 


Hs.121255 


ESTs, We^ similar to cDNA EST EMBLD67419 


11.7 


434560 


R13052 


Hs.3964 


Homo sapiens done 24877 mRNA sequence 


117 


448105 


AW591433 


Hs.170675 


ESTs, Weakly similar to TMS2_HUMAN TRANSMEM6R 


11.7 


400279 






0 


11.6 


440497 


AA887266 


Hs.144979 


ESTs 


11.6 


451260 


AW750773 




gb:CmCN0044-260t0O-1644i03 CN0044 Homo sapi 


11.6 


429175 


AI953040 


Hs.127714 


ESTs, Moderately similar to SOX30 protein [H. 


11.6 


408209 


NhLQ04454 


Hs.43697 


ets variant gene 5 (ets-retated motecide) 


11.6 


426656 


AA436735 


Hs.183171 


Homo sapiens cDNA: aJ22002 fis. done HEP066 


11.6 


420153 


N22120 


Hs.75277 


hypothsQcal protdn FU13910 


11.6 


428760 


AI3S1459 


Hs.192398 


ESTs 


11.6 


421401 


AW410478 


Hs.104019 


transforming, acidic ca1ed^ containing p 


11.6 


404502 






0 


11.6 


430423 


AJ190548 


Hs.143479 


ESTs, Weakly similar to hypothetical pmtsln 


11.6 


405192 






0 


11.6 


439092 


AA830149 




gb»c44f08^1 Na^CGAP.GCBI Homo sapiens cONA 


11.6 


401714 






0 


11.5 


439335 


AA742697 


Hs.62492 


ESTs, Weakly similar to S59856 co&agen alptia 


11.5 


406082 


S47633 


Hs.82927 


adenosine monophosphate deaminase 2 feoform 


11,5 


401010 






0 


11.5 


412140 


AA219691 


Hs.73625 


RAB6 interacting, kinesin^Qce (rabklnesin6) 


11.5 


409339 


AB020686 


Hs.54037 


ectonudeotide pyrophosphatase/phosphodiester 


11.5 


459684 






Qb*^6aQ8 j(1 SchlQer meningioma Homo sapien 


11.5 


451051 


BE254309 


Hs.125262 


DKFZP58&G1624 protein 


11.5 


415323 


BE269352 


Hs.949 


neutrophil cytosolic factor 2 [65kO, chronic 


11.5 


412153 


R87934 




- gb:yo47b10/1 Soares adult brain N2b4H355Y Ho 


11.5 


427256 


AL042436 


Hs.97723 


ESTs 


11.5 


406708 


AI282759 


Hs.242463 


keratins 


11.4 


457644 


AA770080 


Hs.144962 


ESTs. Moderately similar to 159365 utdquilin 


11.4 


422848 


Z25684 


Hs.121483 


chloride channel 1 . sketetat musde (Hnmsen 


11.4 


424134 


An)70637 


Hs.140950 


hypothetical protein 


11.4 
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451931 




Hs.27267 


400438 


AFISSfill 


H3.1 15352 


412994 


032257 


Kk.7S113 


406124 


U89337 


H3.42853 


452249 


BE394412 


Hs.61252 


424627 


AA344555 




40^26 






436690 


AA373970 


Hs.183096 


415862 


RS1034 


K5.144513 


406755 


N80129 


Hs.94360 


433657 


A1244368 


Hs.8124 


429612 


AF062649 


Hs.252587 


423334 


AK000906 


Hs.127273 


433053 


BE30igO9 


HS.2799S2 


428423 


AU076517 


Hs.184276 


442353 


BE373534 


Ks.49136 


447700 


AI420183 


H3.171077 


402077 






409203 


AA780473 


Ks.667 


405145 






428248 


All 26772 


Ks.40479 


425508 


AA991551 


Hs.97013 


428340 


AF261088 


Hs.154721 


431452 


AI073641 


Hs.1 52372 


446651 


AA393907 


Hs.97t79 


443755 


CI 8397 


Ks.9730 


436209 


AW850417 


Hs.254020 


401020 






456724 


AW247388 


Ks.301423 


407227 


H9494g 


Hs.171955 


402066 






442721 


A1015892 


Hs.101282 


401025 






452423 


AA991724 


Hs.1 80535 


431665 


AW295135 


Hs.267659 


425176 


AW015644 


Hs.301430 


435496 


AW840171 


Hs.265396 


409079 


W87707 


HS.82Q65 


456995 


T89832 


Hs.170278 


419223 


X60111 


Hs.1 244 


4077B8 


BE514982 


Hs^991 


407604 


AW191962 


Hs^8a061 


437929 


T09353 


Hs.1 06642 


415789 


HOI 581 




424447 


AL1 37376 


Hs.147368 


436034 


AF2B2693 


H5.150185 


404931 






445979 


At695047 


Hs.202395 


446733 


AA863360 


Hs.26040 


433133 


AB027249 


Hs.1 04741 


445258 


AI635931 


Ks.1 47613 


417251 


AW015242 


Hs.99486 


421041 


N36914 


Hs.1 4691 


425537 


AB007913 


Hs.158291 


435763 


At243929 


Hs.1904ig 


444790 ' 


AB030506 


Ks.1 1955 


453857 


AL080235 


Hs.35861 


433882 


U90441 


H3.3622 


405358 






435814 


AW815179 


Hs.1 52870 


422809 


AK001379 


Hs.1 21028 


446772 


AW294404 


HS.144S1S 


456694 


AW016382 


Hs.105642 


441126 


AA570256 


Hs.54828 


432677 


NM_004482 


Hs.278811 


412576 


AA447718 


Hs.1 07057 


411122 


F00809 


Hs.143696 


427225 


AA432391 


Hs.258903 


426260 


NM 002541 


Hs.1 68869 


444652 


BE513613 


Hs.1 1538 


431947 


AL359B13 


Hs.49933 


414432 


RP'^78174 

DwiJ r O 1 f I 


Ks.26506 


456627 


AW088&42 


Hs!97984 


409142 


AL1 36877 


Hs.50758 


447627 


AF030922 


Hs.265902 


447656 


NM..003726 


Hs.igi26 


454227 


AW963897 


H3.44743 


402927 






422380 


AA309881 


Hs.136246 


455S86 


BE177738 




410952 


BE273749 


Hs.752 


450361 


BE327108 


Hs.202512 


457484 


H57645 




407503 


A1287341 


Hs.154029 



Homo sapiens cONA FU20201 fe. done C0LF121 11.4 

growth hormons 1 ^1-4 

general transcripQon factor IIIA 1 1 .4 

cAMP responsive element binding protein-fike 1 1 .4 

ESTs 11.4 

gb:EST50715Gaflbtadder I Homo sapiens cONA 11.4 

0 11.4 

ESTs. 11.4 

ESTs 11.4 

metaOothlonein 1L 11.4 

PH domdn containing protein In retina 1 1 1 .4 

pituitary tumor^transforntlng 1 11 .4 

hypothetical protein FU10044 11.4 

glutathione S-transferase subunit 13 homolog 1 1.4 

solute carrier famity 9 (sodhim/hydrogen exch 1 1.3 

ESTs 11.3 

ESTs, Weakly simitar to similar to serlne/lhr 1 1.3 

0 11.3 

cytochnune P450, subfamBy IVB, pdypeptkte 1 1 1 .3 

0 11.3 

ESTs 11.3 

ESTs 11.3 

aconitasel. soluble 11.3 

ESTs 11.3 

ESTs 11.3 

tachykinin 3 (neuromecfin K, neurokinh beta) 1 1 .3 

ESTs, Moderately similar to unnamed protein p 1 1.3 

0 11.3 

calcium binding protein 1 (calbraln) 1 1 .2 

traphinln associated protein (tastin) 1 1 2 

0 11.2 

Homo sapiens mRNA; cDI^ DKFZp434Bl 02 (from cl 1 1 .2 

0 11.2 

Homo sapiens cDNA: FU2271 1 fis, ctone HSI1 33 1 1 .2 

VBV 3 oncogene 11.2 

ESTs, Moderately stmflar to TEFLHUMAN TRANSC 1 1 2 

ESTs, WeaHy similar to transfomiafiofrrelate 11.2 
interteukin 6 signal transducer (gpl 30; oncos 1 1 .2 

ESTs 11.2 
C09 antigen {p24) 11-2 
8100 cak»unvbinding protein A2 11.2 
actin, beta 11-2 
ESTs, Weakly similar to hypothetical protein 1 1.1 

Sb:yl33f08.r1 Soares placenta Nb2HP Homo sap! 11.1 
Homosaplens mRNA; cDNA DKFZp434J0226 (from c 11.1 
inflammation-related G protein-coupled recept 1 1 .1 

0 11.1 
ESTs 11.1 
ESTs;High!y slmflar to CYTOCHROME P45IVA2 11.1 
PDZ-Wnding kinase; T.cell originated protein 1 1 .1 

ESTs 11.1 
ESTs; WeaJdy similar to ORF YKR074w lS.cerevi 11.1 
ESTs 11.1 
K1AA0444 protein 11.1 
ESTs 11.1 
B9 protein 11.1 
DKFZP586E1621 protein 11.1 
procoQagen-proilne, 2-oxogtutarate 4-dioxyge 11.1 
0 11.1 
ESTs 11.0 
hypothetical protein FU 10549 1 1 .0 

Homo sapiens cDMA FU11672 fis, done HEMBAIO 11.0 
Homo sapiens cDNA: FU23271 fis. ctone KEP001 1 1.0 

ESTs 11.0 
UDP-Nnacetyt-alphaOgalactosamineipolypepfid 1 1 .0 

ESTs 11.0 
coacthr'ator-assodated arginine methyltransfe 1 1 .0 

Homo sapiens mRNA tor KIAA1640 protein, parti 1 1 .0 

oxoglutsrate dehydrogenase (lipoanude) 1 1 .0 

acfin related protein 2^ complex, subunit 1A 11.0 
hypolhelical protein DKFZp762O1011 11.0 
tixno sapiens done COABP0005 mRNA sequence 11.0 
ESTs; WeaWy similar to WASP4amay protein ( 10.9 
chromosome-assodated potypeptids C 1 0.9 

CGH 13 protein 10.9 
sro Unase-assodated phosphoproteln of 55 kO 10.9 
KIAA143S protein 10.9 
0 10.9 
ESTs 10.9 
gt>:RC1-Hr0598.140300^)2l-Q06 HT0598 Homosapl ICS 
FK50«jindingprotdn1A(12kD) 10.9 
ESTs 10.9 
gb7r21e01/l Soaresfetaltlverspleen 1NFLS 103 
. bHLWfKtDrHes4 103 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



403398 0 

401405 0 

405570 0 

421240 R72730 Hs^283 ESTs. Weakly stmOar to PU^HUMANPROTEOaYCA 

403649 0 

447824 BE6208CO 9b:601483379Tl NIH-MGC_69 Homo sapiens cDNA c 

450935 BE514743 Hs.25664 tumor suppressor deleted in oratcancer-relat 

433853 AL119566 Hs.6721 {ysophosphofipase^ 

451852 R51928 gb:y{71c05/1 Soares breast 2MbHBst Homo sap! 

431218 NM_002145 Hs^733 homeoboxB2 

457794 AA689292 Hs^46850 ESTs 

444374 AA009841 Hs.ll039 Homo sapiens cONAFU12798fis. done NT2RP20 

456565 AW235317 Hs^59214 ESTs 

405552 0 

439436 BE140845 Hs.57866 ESTs 

435310 M705075 Hs.169536 Rhesus blood eroup-assodated glycoprotein 

411125 AA151647 Hs,68877 cytochrome b-245, alpha polypeptide 

415807 K03139 Hs.24683 ESTs 

409430 R21945 Hs.166975 spRdng factor, fflglninefeerine^ 5 

417033 H83784 Hs.40532 ESTs. Weakly slmHar to PEBP MOUSE PHOSPHATID 

418464 RB7580 gb:ym83h07.r1 Soares adull brain N2b4HB55Y Ho 

404567 0 

418384 AW149266 Hs.25130 ESTs 

421971 U63127 Hs.110121 SEC7homolog 

428769 AW207175 Hs.106771 ESTs 

459104 R19238 Hs^20S7 ESTs 

410896 AW809637 gb:MR4^T0124-261099^15-b07 ST0124 Homo sap! 

416369 A1815443 Hs.283404 orgamc cation transporter 

408796 AA6882g2 Hs.11S553 ESTs 

426298 AW965058 Hs.1 1 1583 ESTs 

421595 A6014520 Hs.105958 Homo sapiens cDNA: aJ22735fis. done HUV001 

406007 AW135965 Hs.246783 ESTs 

400167 0 

445243 AI217439 Hs.109854 ESTs. Weakly similar to ALU INHUMAN ALU SUBFAM 

421733 AL1 19671 Hs.1420 fibroblast growth factor receptor 3 (achondro 

412241 AW948343 gbiROVMTOOl 5-1 30400^1 -cOl MT0015 Homo sapi 

425827 W2B316 gb:45b6 Human retina cONA randomly prtmed sub 

420255 NM_007289 Hs.1298 membrane melaDo^ndopeptidase (neutral endop 

430891 U22492 Hs.248118 Gprolein^upled receptor 8 

402883 0 

423811 AW299598 Hs.508g5 homeoboxC4 

447078 AW885727 Hs.301570 ESTs 

414343 AL036166 Hs.7S914 coated vesicle membrane protein 

446913 AA430650 Hs. 16529 transmembrane 4 superfainlly member (tetraspan 

452279 AA266844 Hs.61260 hypothetical protein aJI 31 64 

401220 0 

459259 AJ003294 gbAi003294 Selected chromosome 21 cONA libra 

414171 AA36032a Hs.865 RAP 1 A. member of RAS oncogene family 

448449 BE314567 Hs.211440 ESTs 

429670 L01087 Hs.211593 protein kinase C, theta 

446759 R61463 Hs.16165 expressed In activated T/LAK lymphocytes 

400776 0 

428093 AW594506 Hs.104830 ESTs 

412801 AA121055 gb:zm22b01 j1 Stratagene pancreas (937208) Ho 

440545 AW183201 Hs.190559 ESTs 

434540 NM^016045 Hs.5184 TH1 drosophila homdog 

414273 BE26g057 gb:6011 64231 F1 NIH.MGC_8 Homo sapiens cDNAd 

401817 0 

410423 AW402432 Hs.63489 protein tyrosine phosphatase, non-receptor ty 

430590 AW383947 Ks.246381 C068 antigen 

426680 AA320160 Ks.171811 adenylate kinase 2 

445413 AA151342 Hs.12677 CGI.147 protein 

402947 0 

457426 AW971119 gb:EST383206 MAGE resequences. MAGL Homo sapi 

424148 BE242274 • Hs.1741 integrin. beta 7 

404944 0 

405421 0 



416772 


AI733872 


Hs.79769 


protocadherin 1 (cadhertn^ike 1) 


414191 


AW250089 


H5.75807 


PDZ and UM domain 1 (elfin) 


457588 


AI571225 


Hs.284171 


KIAA1535 protein 


406038 


Y14443 


Hs.88219 


zinc finger protein 200 


404790 






0 


418922 


AW956580 


Hs.42e99 


Thrombospondin*1 (Hs.87409) 


425940 


AB023184 


K3.1639g0 


KIAA0967 protein 


448749 


AW859679 


H5.21902 


Homo sapiens done 25237 ntRNA sequence 


418870 


AF147204 


Hs.89414 


CXCR4; chemokine CXC receptor 4 (fusin) 


417933 


X02308 


Ks.82962 


thymfdylato synthetase 


4S0S38 


AW297396 


Hs.227052 


ESTs 


427928 


AA417662 


Hs.1 19217 


ESTs 


432721 


AL121478 


Hs.3132 


stemidogenic acute regulatory protein 


429267 


AA299290 


Hs.246857 


ESTs, HIgWy similar to S71 100 protein kinase 


439190 


AWg78693 


Hs.293811 


ESTs 


408375 


AW958893 


Hs.49391 


hypothetk:al protein LOCS4149 


415130 


W35893 


Ks.249867 


. ESTs 



10.9 
10J 
10.9 
10.9 
10.9 
10.9 
10.9 
10.9 
10.9 
10.9 
10.9 
10.9 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.6 
10.8 
10.8 
tO.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.8 
10.7 
10J 
10.7 
10.7 
10.7 
10.7 
10,7 
10.7 
10.7 
10.7 
10.7 
10.7 
10,7 
10.7 
10.7 
10,7 
10.7 
10.7 
10.7 
10.7 
10.7 
10,6 
10.6 
10.6 
10,6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
10.6 
lOi 
10.5 
10.5 
10.5 
10.5 
10.5 
10J 
lOi 
10.5 
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425738 H29$30 Ks.l59408 Homo sapiens done 244^ mRNA sequence 10.5 

440232 A176692S H&.t12554 ESTs tO.S 

425065 AA371906 Hs^lSI ESTs. Moderetety sinAar to KIAA0544 protein 10.5 

420829 AWS&5612 Hs^1969 ESTs . 10.5 

S 430468 AP0S2573 Hs.241517 polymerase (DNA directed), thsta 10.5 

407771 AL138272 Hs.62713 ESTs 10.5 

444611 AK002180 Hs.11449 0KFZP564O1 23 protein 10.5 

444665 BE613126 Hs.47783 ESTs. Weakly ^mHar to T1 2540 hypothetical p 10.5 

448030 N307U Hs.20161 HDCMESIPprot^ 105 

10 438382 AW979101 Hs^1980 ESTs 10.5 

446224 AW450551 Hs.13308 ESTs 10.5 

405108 0 10,5 

438233 V\52448 Hs.56147 ESTs 10.5 

401799 0 10.5 

15 454038 X05374 HsJ7040 platelet-derived growth factor alpha poiypept 10.5 

414222 AL135173 H5.878 sort)ilol dehydrogenase 10.5 

421828 AWB31985 H3.2B910g dimelhylarginlne dimethytairanohydralase 1 10.5 

422626 AA344932 Hs.118786 metaflothloneln 2A 10.5 

449261 AI637S92 Hs^4958 ESTs 10.4 

20 416218 R21499 HsJJ3213 ESTs 10.4 

457848 W26524 Hs.125682 ESTs; Wealdy simnar to D2092.2 lC.e)egans) 10.4 

442577 AA292998 Hs.1639OT ESTs 10.4 

406505 AF016272 Hs.11S418 cadherin 16, KSP-cadherfn 10.4 

412258 AA376768 Hs.288977 Homo sapiens cDNA: FU22622fis, done HSI056 10.4 

25 429224 AI905780 Hs.1 33272 NADH dehydrogenase (ubiqutnone) 1 t)eta sut)com 10.4 

447774 BE016118 H5.19554 chromosome 1 open reading frame 2 10.4 

403914 0 10.4 

406329 0 10.4 

402423 0 10.4 

30 431986 AA536130 Hs.149018 ESTs 10.4 

423145 BE264548 H3.222190 ESTs, Weakiysimliar to secretory carrier mem 10.4 

414402 BE294186 gb:601172959F1 NIH.MGC.17 Homo sapiens cDNAc 10,4 

417079 U6S5gO Hs.81134 interteukin 1 receptor antagonist 10.4 

426095 A1278023 H5.89986 ESTs 10.4 

35 434577 R37316 Hs.1797e9 Homo sapiens cONA:aJ22487 (is, done HRC1 09 10.4 

442415 A1OT5101 Hs.l29550 ESTs 10.3 

421506 BE302796 Hs.105097 thymidine kinase l.sduble 10.3 

435084 D17516 H5.301607 adenylate cyclase activating polypeptide 1 (p 10.3 

431724 AA514535 Hs.283704 ESTs 10.3 

40 456798 AJ006422 Hs.135183 cenlaunMpha 10.3 

417370 T28651 Hs.62030 tiyptophanyl-tRNA synthetase 10.3 

422596 AF063611 Hs.1 18633 Z-S'ongoadenytate synthetase^ 10.3 

435226 AI248938 Hs.270106 ESTs 10.3 

433192 AB040880 H3.225594 ESTs, Moderately sim9ar to KtAAl 447 protein 10.3 

45 419879 Z17805 Hs.93564 Homer, neuronal Immediate early gene. 2 10.3 

416226 AWSOSISO Hs.79089 sema domain, tmmunoglobuiln domain (Ig), Iran 10.3 

453403 BE465639 Hs.61779 Homo sapiens cDNAaJ13591fis, done PLACE10 10.3 

447906 ALJ050062 Hs.19999 DKFZP566K023 protein 10.3 

401782 NM_012434 Hs.1 17865 solute carrier fanny 17 (antonfeugartranspo 10.3 

50 453927 AA082465 Hs.30175l ESTs. Weakly similar to /pre(fiction 10.3 

450737 AW007152 Hs.203330 ESTs 10.3 

421633 AF121860 Hs.l06260 sorting nexln 10 10.3 

409881 AF139799 Hs.202830 ESTs 10.3 

432883 U48936 Hs.3112 sodium channel, nonvollago^atedl, gamma 10.3 

55 440099 AL08005B Hs.6909 DKFZP564G202 protein 10.3 

419024 X56411 Hs.1219 ateohd dehydrogenase 4 (class II). pi pdype 10.3 

401835 0 10.3 

408896 AI610447 H3.48778 nlbanpfotdn 10.3 

443120 AW402677 Hb.290B01 ESTs 10.3 

60 400208 0 10.2 

416908 AA333990 Ks,80424 coagulation factor Xill. A1 pdypepSde 10.2 

400166 0 10.2 

434642 W25739 Hs.135287 ESTs 10.2 

424837 BE276113 Hs.153436 N^tyItransferase,homologofS.cefevtsiae 10.2 

65 435075 R51094 Hs.12400 ESTs 10.2 

425912 AL137629 Hs.1 62189 serine/threontne kinase with Dbl- and pledcst 10.2 

435080 A1831760 Hs,155111 ESTs 10.2 

414998 Nft4.002543 H3.77729 oxidised low density Dpoptoteinpectin^ike 10.2 

410020 T85315 Hs.728 ritx)nudease,RNaseAfamIly,2(liver,eosln 10.2 

70 411410 R20593 Hs.69954 lamlnln. gamma 3 10.2 

450294 H42587 Hs.238730 ESTs 10.2 

421154 AA284333 Hs.287631 Homo sapiens cDNAFU14269fis, done PLACEIO 10.2 

414271 AK000275 Hs.75871 pmtaln kinase C Unding protein 1 10.2 

400812 0 10.2 

75 425843 BE313280 Hs.159827 (teath assodated protein 3 10.2 

443392 Z41638 Ks.26039 Komo sapiens cONAaJ13937fi$. done Y79AA10 10^ 

409089 NM_014781 Hs.50421 K1AA0203 gene product 10^ 

401383 0 10.2 

456855 AF035528 Hs.1 53863 MAO (mothers against decapentapleoic. Diosoph 10.2 

80 442912 A1086060 H5.131450 ESTs 10.2 

400954 025969 Hs.76325 Homo sapiens cONA:FlJ23125 (is. done LNG082 10.2 

401029 6E382701 Hs75%0 v-myc avian myetocytomatosis viral related on 10.2 

416602 NM.008159 Hs.79389 nel {chtclcen)4ice 2 10.2 

421905 AI660247 Hs.32699 . ESTs, Weakly similar to UV-I protein {H£a;d 10.2 
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40S094 






0 


10^ 


450B32 


AWg70602 


Hs.105421 


ESTs 


10.2 


440076 


R32052 


Hs.178517 


ESTs. WeaHy smiar to AF1 51840 1 CGW2 pro 


10.2 


447563 


BE536115 


Hs.160983 


ESTs 


10.2 


421238 


AB033101 


Hs.102796 


KtAA1275 protein 


10.2 


400882 






0 


10.2 


415738 


BE539367 


Hs.2g5953 


ESTs, W^aidy similar to AF220049 1 uncharacte 


10.1 


445464 


AW172389 


Hs.249999 


ESTs 


10,1 


459042 


AW272058 


Hs^10338 


ESTs 


10.1 


4W69 


R51352 


K5325B7 


stsiiod receptor RNA dcMx 1 (comptexes w 


10.1 


434732 


AI078443 




gb»z05g05j{1 Soares_(ela|Jv8r^eei\_lNFlS 


10.1 


441030 


AW204139 


Hs.174424 


ESTs, WeaJdy simHarto p140mOia [Mjnusculus) 


10.1 


446655 


BE616767 


Hs.16269 


B-ceO CLL/tymphoma 76 


10.1 


456785 


AF151074 


H3.132744 


hypotheOca] protein 


10.1 


404162 






0 


10.1 


410358 


AWg75168 


Hs.13337 


ESTs, Weakly similar to unnamed protein produ 


10.1 


430355 


NM_O06219 


Ks.239818 


ptiosphoinosifide-34cinase. catalytic betapo 


10.1 


442152 


R39246 


Ks.239666 


Homo sapiens cONA FU134g5 fts. done PUCE10 


10.1 


436354 


AIB79252 


Ks.5151 


Komo sapiens mRNA; cONA OKFZpS54C2163 (fiDm c 


10.1 


426711 


AA383471 


Hs.180669 


conserved gene amplified in osteosarcoma 


10.1 


450599 


AA460865 


Hs.48516 


ESTs 


10.1 


454393 


BE1S32B8 




gb:PMmO335-18O40(H]0&^8 HT0335 Homo sapi 


10.1 


403383 






0 


10.1 


415947 


U04045 


Hs.78934 


mutS (E. coH} homolog 2 (colon cancer, nonpo 


10.1 


411773 


NM„006799 


H5.72026 


protease, SQnne, 21 (lestistn) 


10.1 


412116 


AW402166 


Hs.784 


Epstein-Barrvinis Induced gens 2 (lymphocyte 


10.1 


413808 


J00287 


H&.182183 


catdesmon 1 


10.0 


458572 


AI223423 


Hs.292794 


ESTs 


10.0 


403295 






0 


10.0 


403910 






0 


10.0 


453400 


AI391901 


Hs.82590 


ESTs, Moderately sitraTar to ALU7.HUMAN ALU SU 


10.0 


406502 






0 


10.0 


404743 






0 


10.0 


412517 


BE2715W. 




gb:601 141065F1 NIH.MGC.9 Homo sapiens cONA cl 


10.0 


402679 






0 


10.0 


455864 


BE14B970 




gbK>AO-HT0245^1 199^8&4i05 HT0245 Homo sapi 


10.0 


425734 


AF056209 


Hs.159396 


peptidytglyctne atpha-amldating monooxygenase 


10.0 


419280 


W07506 


Hs.283725 


Homo sapiens cDNA FU 12627 fis. done NT2RM40 


10.0 


443503 


AV645438 


Ks.282927 


ESTs 


10.0 


423165 


AI937547 


Ks.124915 


Human DMA sequence from done 380A1 on chromo 


10.0 


450206 


AI796450 


Hs.201600 


ESTs 


10.0 


459052 


AA298812 


Hs.98539 


ESTs 


10.0 


456248 


AL035786 


Hs.82425 


actin related protein 2/3 complex, subunit 5 


10.0 


42843B 


NM_001955 


Hs.2271 


EndotheQnl 


10.0 


456525 


AW468397 


Ks.100000 


S100 catdum-lMing protein A6 (calgranulin 


10.0 


426127 


L36983 


Ks.167013 


dynamln2 


10.0 



TABIjEISB: 

Pkey: Unique Eos probesetidenti^er number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 



PItey 
410896 

412153 
412241 
412517 
412801 
413349 
414273 
414402 
414950 
415789 
416368 
418464 
418783 
424627 
425827 
434371 
434414 



434732 
439092 



447824 
450484 
451260 
451852 
452101 



CAT Number 
1225053.1 

1279701J 
1284681.1 
130281J 
132825.1 
1363558J 
1431911 1 
1443240_1 
1509777.1 
1555357 1 
1591066 1 
1759038 -2 
17B9791 1 
241724 1 
256834.1 
384839 1 
38585 1 



392447.1 

488554J 

47467.1 

73881_.l 

83645J 

86391^1 

888359.1 

898742.1 



Accession 

AWB09637 AW809697 AW81 0554 AW809707 AW809885 AW81 0000 AW81X88 AWB09742 AW809816 AW809749 AW809639 AW809722 

AW809B36 AW809774 AW810023 AW810013 AW809813 AW809660 AWe09728 AW80976B AW809951 AW809657 AW809954 

R87934 AW898205 AW896020 AW896035 

AW948343 AW948341 AW902855 AW984737 

BE271684AA112511 

AA121055AA330917 

BE0866g2 BE087077 BE087072 

BE269057 BE513434 BE395654 

BE294166 6E298975 

a5407 081769 D61133 

H01581 H12850 R6590S H13053 

R88&49 R84573 HS0890 

RB7580 

T41368T41369T41294 
AA344555 AA344312 AWg83070 
W28316 W26507AA364334 
AA631382AA631438 

AI798376 S464O0AVreil617AVV811616W00557BE142245AW858232AVV861851AVV85B362AA232351 AA218567AA055556AW85B231 

AW857541 AW814172 H66214 AW814398 AF1341 64 AA243093 AA17334S AA1 99942 AA223384 AA227092 AA227080 T1 2379 AA092174 

T61 139 AA1 49776 AA699829 AW879188 AW813567 AW813538 A)2671 68 AA157718 AA157719 AA100472 AA1 00774 AA13 

AA157730 AA157715 AA053524 AW849581 AW854566 C05254 AW882836 T92637 AW812621 AA206583 AA209204 BEl 56909 AA226824 

AI829309 AW99 1 957 N56951 AA527374 H66215 AA045564 AI694265 H50808 AA149726 AW195620 BE081333 BE073424 AW817662 

AW81770SAW817703AW817659BE081531 H59570 

AI078443 AA64flt02 AI755577 AW974381 

AAB30149 AW978407 M85983 AW503637 

AF086467W81444W81445 

BE62OS0O 

BE220675 AA345621 AA009992 

AW750773AI768154 

R51928 AI820698 R483&0 AI820694 

T60298 AI858257 T69667 T67634 T61224 T71537 T68933 
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454163 


1048369 1 


AW1 75997 AW176000 AW17S999 AW175994 AW17S004 AW175389 


454393 


11588aL1 


BE153288 BE153t51 BE 1 52925 AA07B302 


455102 


1253524.1 


BE005496 8E005494 AW85S324 AW900199 


455864 


1377038 1 


BE148970 BE148975 BE148957 BE148937 


455986 


1397521J 


8E177736 BE177735 BE177734 


456423 


187241.1 


AW748920 AA487506 AA248914 AA760494 


457426 


336189 1 


AW971 119 AA574265 AA513268 


457484 


342113 1 


H57645T19302AA527038 Z24851 H93171 


457705 


389383.1 


AW974668 AA661959 AA649572 AA640401 AA540402 


459259 


966269 1 


AJ003294 AJ0033 1 5 AJ003293 



TABLE 13C: 

Pkey: Unique number corresponding to an Eos proteset 

R^: Sequence source. The 7 dig!t numbers In this column are Genbank idenUfier (Gl) numbers. "Dunham I. et al' re^ to the pubTtcalion entitled The ONA sequence of 

human chromosome 22* Dunhanx et a!. (1999} Nahro 402:469-495 
Strand: Indicates DNA strand from which exons were predicted 
NtjMsition: Indicates nucleotide positions of predicted exons 



Pkey 


Ref 


Strand 


Nljxjsilion 


400640 


8117686 


Plus 


144324-144429 


400666 


8118496 


Plus 


17982-18115,20297-20456 


400776 


8131651 


Plus 


103576-103720 


400812 


8568711 


Plus 


71708-72153 


400881 


2842777 


Mnus 


9144&-9l603,92123-92265 


400882 


2842777 


Minus 


110431-110708 


40096S 


7770576 


Minus 


173043-173564 


401010 


8117391 


Minus 


83367-64180 


401020 


8117458 


Minus 


59085^227 


401025 


8117518 


Minus 


179287-179483.181044-181166,181844-182039 


401047 


6705687 


Minus 


4804-5035,5133-5314 


401131 


8699812 


Mkuis 


94802-94987,95804-95687.95323-96487.97596-97826 


401192 


9719502 


Minus 


69559-70101 


401220 


9929324 


Minus 


48079-48279 


401383 


6721135 


Minus 


155543-157381 


401405 


7768126 


h£nus 


6927fr*9452.69548^958 


401519 


6649315 


Phis 


157315-157950 


401532 


77987B5 


Plus 


124414-124950,125050-125418 


401610 


7705041 


Minus 


18921-19505 


401714 


6715702 


Plus 


96484-96681 


401735 


3252819 


Rus 


217235-217356.217621-217873 


401799 


7331447 


Rus 


147802-148251 


401817 


7417850 


K^nus 


45838-45535 


401835 


7139700 


Pius 


142257-142742 


401879 


8099914 


Minus 


101084-102827 


401888 


8516069 


Minus 


189498-190514 


401897 


8569218 


Plus 


604-767 


402066 


6649269 


Plus 


135543-136031 


402077 


8117414 


Plus 


65014-65195 


402104 


8119072 


Pius 


122409-122600 


402236 


7690126 


Pius 


24726-24880.26791-27021 


402287 


4559317 


Plus • 


40811-42447 


402389 


9885999 


Minus 


771-972.1571-1683 


402408 


9796239 


Minus 


110325-110491 


402423 


9796344 


Minus 


62487-62664 


402424 


9796344 


Minus 


6492^^073 


402496 


9797769 


Minus 


8615-9103 


402520 


7536899 


Minus 


171761-171996 


402679 


8113438 


Plus 


132079-132216 


402840 


9369121 


Minus 


57118-57308 


402883 


9926562 


Pius 


38666-^603.38885-3g019.39097-39231,3930a^445 


402885 


9926751 


Plus 


71919-72049 


402926 


8217647 


Minus 


41261-41443 


402927 


8217647 


Minus 


47247-47396 


402943 


6456831 


Plus 


38467-39068 


402944 


9368423 


Rus 


110411-110716,111173-111640 


402947 


9388458 


Minus 


101629-101991 


402965 


9581599 


Minus 


•4686M6941,47032-47148 


403022 


3132351 


Plus 


92097-92864 


403121 


9180223 


Phis 


40594258 


403165 


9838098 


Minus 


90595-91846 


403295 


8096528 


Plus 


22366-22708 


403381 


9438267 


Minus 


26009-26178 


403383 


9438267 


Minus 


119837-121197 


403338 


6862689 


Minus 


13685-14699 


403399 


6684178 


Phjs 


61841-62145.62367-62756 


403482 


9966050 


PhJS 


196954-197135 


403485 


9966528 


Rus 


288&^001.3198-3532.3&5541 17 


403849 


8705159 


Minus 


27141-27247 


403910 


7710710 


Minus 


5761-6188 


403912 


7710730 


Minus 


72000-72290.72431-72700.72929-73199 


403914 


7417588 


Minus 


7431-8472 


404182 


4775644 


Rus 


16163-16444 


404502 


7229863 


Minus 


56277-0819 


404567 


7249169 


Minus 


101320-101501 



194 



wo 02/102235 



PCT/US02/19297 



404678 


9797204 


Plus 


115136-115448 


404743 


86941S9 


Minus 


120556-120999 


404780 


9887810 


Minus 


175708-175871 


404790 


7230958 


Rus 


38611-38761 


404931 


73422Q3 


Rus 


44226-44382 


404944 


^99705 


Plus 


42^4581 


405024 


7107727 


Plus 


88500-88697 


405089 


8072523 


Plus 


1031 8?.1 03973 


405094 


8072579 


Ru3 


135587-135758 


405108 


7107890 


Minus 


135020-135472 


405145 


9438278 


Plus 


37883^52,381 38-383^ 


405192 


7230070 


Plus 


115629-116071 


405224 


6731245 


Minus 


14413-15979 


405295 


3816412 


Phj3 


56933*57099 


405353 


2811095 


Plus 


118525-118892 


405358 


2341017 


Minus 


16016-18315 


405421 


7243869 


Minus 


97411-97687 


405426 


7243900 


Minus 


37640-37817 


405452 


7656638 


Minus 


93876-94275 


405484 


5922025 


Plus 


199214-199579.199672-199920.200262-200495 


405552 


1S52506 


Plus 


4519945647 


405570 


2808656 


P(us • 


98208-98331 


405626 


4508116 


Minus 


89275.89384,92450.92529.97091-97279.98546-98665 


405699 


4165331 


Phjs 


100727-100859 


405762 


5931935 


Plus 


160502-16111i) 


405802 


5924004 


Minus 


27743-28254 


405804 


7274891 


Minus 


122557-123551 


406329 


6982072 


Minus 


.607903^08271 


406429 


9256476 


Minus 


8320&83355,34051-94193 


406^2 


7711350 


Minus 


63430-63502 



Table 14A lists about 695 genes up-regutated In ovarian cancer compared to nomial adult tissues. These were selected from 59680 probesets on the Affymetrix/Eos Hu03 
GeneChIp array such that the ratio of "average" ovarian cancer to "average" normal aduH tissues was greater than or equal Id 4.0. T?ie "average" ovarian cancer level was set to 
the 90th percentile amongst various ovarian cancers. The 'average" normal adult tissue level was set b the 90th percentile amongst various non-mafignant tissues. In order to 
r^ve gene-spedfic background levels of norv-specific hybridization, the ISth percenlOe value amongst various non-malignant tissues was subtracted from both the numerator 
and the denominator before the ratio was evaluated. 

TABLE 14A: ABOIH" 695 UP-REGULATED GENES. OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

Ex.Accn: Exemplar Accession 

UGID: UniGenetD 

Title: UniGeneb'tle 

ratio: ratio oUumor vs. normal tissues 



Pkey 


Ex.Aocn 


UGID 


Title 


ratio 


452838 


U65011 


Hs.30743 


Preferentially expressed antigen in melanoma 


70.4 


438817 


AI023799 


Hs.163242 


ESTs 


62.8 


432938 


T27013 


Hs.3132 


steroidogenic acute regulatory protein 


57.8 


421478 


A16S3243 


Hs.97258 


ESTs 


45.7 


4159B9 


A1267700 


Hs.111128 


ESTs 


4Z7 


418179 


XS1630 


Hs.1145 


Wilms tumor 1 


36.0 


449034 


A1624049 




gb:ts41a09jc1 Na_CGAP_Ut1 Homo sapiens cDNA clone 


34.0 


428579 


NM_005756 


Hs.184942 


G protein-coupled receptor 64 


30.5 


428153 


AW513143 


Hs.98367 


hypothetical protein FLJ22252 similar (o SRY-box c 


30.1 


436982 


AB018305 


H3.537B 


spondin 1, (f-«pondin} extracellular malrU pmtel 


29.4 


427585 


D31152 


Hs.179729 


collagen; type X; alpha 1 (Schmid metaphyseal chon 


27.0 


435094 


AI560129 


Hs.277523 


EST 


26.2 


430691 


C141B7 


Hs.103538 


ESTs 


25.2 


430491 


AL109791 


Hs.241559 


Homo sapiens mRNA fuH tenglh Insert cDNA done EU 


26.1 


415511 


AI732617 


Hs.182362 


ESTs 


24.8 


448243 


AW359771 


Hs.77496 


ESTs 


24,7 


428187 


A1687303 


Hs.285529 


ESTs 


23.9 


408081 


AW451597 


Hs.167409 


ESTs 


21.9 


418007 


M13509 


HsB3t69 


Matrix metalloprotease 1 (tnterstitialcotlagenase 


20.6 


400292 


AA250737 


Hs.72472 


BMPR^b; bone morphogenefic protein receptor, typ 


20.6 


422956 


BE545072 


Hs.122579 


ESTs 


20.0 


413335 


A1613318 


Hs.48442 


ESTs 


19.9 


423739 


AA398155 


Hs.97600 


ESTs 


18.9 


410929 


K47233 


Hs.30643 


ESTs 


18.5 


424086 


AI351010 


Hs.102267 


lysyl oxidase 


17.7 


424905 


NM-002497 


Hs.153704 


NIMA (never in mtlosb gene a}-related kinase 2 


17.4 


427356 


AW023482 


Hs.97849 


ESTs 


17.4 


407168 


R4517S 




gb:yg40f01.s1 Scares infant brain 1NI8 Homo saptan 


17.1 


407638 


AJ404672 


Hs.288593 


EST 


17.1 


427469 


AA403084 


Ks.269347 


ESTs 


17.0 


438993 


AA8289g5 




Integrtn; beta 8 


16.7 


428664 


AK001666 


Hs.189095 


similar to SALLl (sal (DrosoptiiIa}-tIke 


16.5 


439620 


AL360204 


Hs.283853 


Homo sa^bens mRNA full length inseit cDNA clone EU 


16.5 


421155 


H87879 


HS.1022S7 


lysylcxklase 


16.1 


426635 


BE395109 


Hs.129327 


ESTs 


15.9 


431989 


AW972870 


Hs.291069 


ESTs 


15.9 


422805 


AA436989 


Hs.121017 


histone family; member A 


15.9 


444783 


AK001466 


Hs.62180 


. ESTs 


15.8 



195 



wo 02/102235 



PCTAJS02/19297 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



424581 


M620&2 


Ks.150917 


catentn (cadherfivassociaied pnMi), dfdia 2 


15.7 


453197 


A1916269 


Hs.109057 


ESTs. Wealdy slmOar to ALU5J1UMAN ALU SUBFAMIL 


15.7 


459325 


AW088389 


Hs.282184 


ESTs 


15.6 


428976 


AU)37824 


Ks.194695 


res homolog gene family, nnemt)er I 


15.1 


416209 


AA236776 


Hs.79078 


MAD2 (rritotic arrest daficfent yeast homobgH 


15.0 


408660 


AA525775 


Hs.292523 


ESTs 


15.0 


410247 


AF181721 


Hs.61345 


RU2S 


15.0 


418738 


AW388633 


Ks.6682 


solutB carrier family 7. member 1 1 


15.0 


4595S3 


AI907673 




glxlL-BTI 52-080399^ BT152 Homo sapiens cONA. mR 


14.8 


413623 


AA825721 


Hs.246973 


ESTs 


14.8 


439706 


AW872527 


K&i9761 


ESTs 


14.7 


409041 


AB03302S 


Ks.5a081 


KIAAII^ protein 


14.6 


451110 


AI955040 


K5.301584 


ESTs 


14.5 


436775 


AA731111 


Ks^1B91 


ESTs 


14.3 


443211 


All 28388 


Hs.1 43655 


ESTs 


14.3 


445258 


A1635931 


Ks.147613 


ESTs 


14.2 


447350 


AI375572 


Ks.1 72634 


ESTs: HER4 {oeM^ 


14.2 


428227 


AA321649 


HsJ248 


[NTERFERON-GAMUA INDUCED PROTEIN PRECURS 


14.1 


453392 


U23752 


H3.32964 


SRY (sax deterniining region Vl'box 1 1 


13.9 


447033 


A1357412 


Hs.157601 


EST -not In UnlGene 


13.7 


423811 


AW299598 


Hs.50895 


homeoboxC4 


13.7 


452461 


N78223 


Hs.108106 


trartscrip&on factor 


13.7 


451106 


BE382701 


Hs.25960 


N-myc 


13.6 


416208 


AW291168 


Hs.41295 


ESTs 


13.5 


452249 


BE394412 


Hs.61252 


ESTs ^ 


13.4 


452055 


AI377431 


Hs^3772 


ESTs 


13.2 


439243 


AA593254 


Hs.191349 


ESTs 


13.1 


420149 


AA255920 


Hs.86095 


ESTs 


12.9 


429125 


AA446854 


Hs.271004 


ESTs 


12.9 


413597 


AW302B85 


Hs,1171B3 


ESTs 


12.8 


416566 


NfA_(XJ3914 


Hs.7937fl 


cydinAI 


12.8 


442438 


AA995996 




gb:os26b01s1 Na_CGAP_Kid5 Homo sapiens cDNAclon 


12.7 


407710 


AW022727 


Hs^3616 


ESTs 




416661 


AA634543 


Hs.79440 


IG^I mRNA-binding protein 3 


12.6 


428392 


H10233 


Hs^265 


secretory granule, neuroendocrine protein 1 (7B2 p 


12.4 


431725 


X65724 . 


Hs^839 


Norrie disease (pseudogtioma) 


12.3 


447700 


AI420183 


Hs.171077 


ESTs, Wealdy simitar to similar to serfne/threonin 


12.2 


458027 


L49054 


Hs.85195 


ESTs. Highly similar to t(3;5){q25.1;p34) fusion g 


m 


408460 


AA054726 


Hs.285574 


ESTs 


12.2 


424735 


U31875 


Hs.152677 


short-chain alcohol dehydrogenase family member 


12.0 


415263 


AA948033 


Hs.130853 


ESTs 


11.9 


400298 


AA032279 


Hs-61635 


STEAP1 


11.8 


452096 


BE394901 


Hs^26785 


ESTs 


11.7 


421451 


AA291377 


Hs.50831 


ESTs 


11.6 


435496 


AW840171 


Hs.265398 


ESTs, Wealdy similar to transformation-related pro 


11.6 


443715 


AtS831B7 


Hs.9700 


cydinEI 


11.5 


402606 


#(NOCAT) 




11.5 


436954 


AA740151 


Ks.130425 


ESTs 


11.5 


413472 


88242870 


Hs.75379 


solute canier family 1 (glial high aflinity gluta 


11.5 


410102 


AW248508 


Hs.279727 


ESTs; 


11.4 


408562 


At436323 


Hs.31141 


Homo sapiens mRNA for KlAA156d protein, partial cd 


11.4 


452030 


AL137578 


Hs.27607 


Homo sapiens mRNA; cONA OKFZp564N2464 (from don 


11.4 


442353 


BE379594 


Hs.49136 


ESTs 


11.3 


427344 


NM_000869 


Hs.2142 


54iydroxytryptanfiIne (serotonin) receptor 3A 


11.2 


453160 


AI2&3307 


Hs.146223 


ESTs 


11.2 


425427 


M86699 


Hs.169340 


TTK protein kinase 


11.1 


449433 


AI6720S8 


Hs.9012 


ESTs 


11.1 


412723 


AA648459 


Hs.179912 


ESTs 


11.1 


400250 






0 


11.1 


419752 


AA249573 


KS.152&18 


ESTs 


11.1 


438167 


R2e363 


K5^4286 


ESTs 


11.1 


434539 


AW74807e 


Ks^14410 


ESTs 


10.9 


429918 


AW873986 


Ks.119383 


ESTs 


10.8 


450375 


AA009647 


K5.8650 


a distntegrfn and metaQoprotetnase domain 1 2 (mel 


10.8 


400289 


X07820 


Ks^258 


Matrix Matalioprot^nase 10 (Stromoiysln 2) 


10.8 


420900 


AU)45633 . 


Hs.44269 


ESTs 


10.8 


428756 


AA433988 


K3.9B502 


Homo sapiens cDNA FU14303 fis. done PUCE2000132 


10.8 


446142 


AI754693 


Hs.145968 


ESTs 


10.7 


421285 


NM_000102 


H5.1363 


cytochrome P450, subfamily XVII (steroid 17-alpha- 


10.6 


433496 


AF064254 


Hs.49765 


VERY^.ONGW\IN ACYL-CX3A SYNTHETASE 


10.6 


418506 


AA084248 


H3.85339 


G protein^coupled receptor 39 


10.5 


433447 


U2919S 


HS.32B1 


neuronal pentraxin 11 


10.4 


424188 


AW954552 


Hs.142634 


zinc finger protein 


10.4 


414245 


B£14e072 


Hs.75850 


WAS protein family, member 1 


10.3 


426462 


U59111 


H3.169993 


dermatan sulphate proteoglycan 3 


10.3 


418601 


AA279490 


Hs.86368 


calmegln 


10.3 


444170 


AW613879 


Hs.102408 


ESTs 


10.3 


453616 


NM.003462 


Hs.33846 


dyndn, axonema), fight bitsrmedtalQ polypei^e 


10.3 


407378 


AA299264 




gb:EST1 1752 Uterus Homo sapiens cONA 5* end sImHa 


10.2 


440901 


AA909358 


Hs.1286t2 


ESTs 


10.2 


407366 


AF02&942 




gbitomo sapiens c^33 mRNA, partial sequence. 


10.2 


415227 


AW821113 


Hs.72402 


ESTs 


10.2 


409269 


AAS76953 


Hs^72 


Homo safKens cONA FU13352 fis. done OVARC1002165 


10.1 


450480 


X82125 


Ks^O 


. zinc finger protein 239 


10.1 



196 



wo 02/102235 



419088 


A1538323 


Hs.77496 


453922 


AF053306 


Ks^6708 


42B2S3 


AL133&40 


Hs.183357 


426471 


M22440 


Hs.170009 


407881 


AWO720O3 


Hs.40968 


452291 


Aa)15592 


Hs.28853 


445537 


AJ245671 


^te.12844 


442875 


BE623003 


Hs.23625 


423992 


AW898292 


Hs.137206 


412140 


AA219S91 


Hs.73625 


407721 


Y12735 


Ks^lS 


438209 


AL120659 


Hs.6111 


429782 


NM_005754 


Hs.220589 


424945 


A1221919 


Hs.173438 


414972 


BE263782 


Hs-77695 


439262 


AA832333 


Hs.124399 


403381 


#{NOCAT) 




424834 


AK001432 


Hs.153408 


435509 


AI458679 


Hs.181915 


445413 


AA1S1342 


Hs.126n 


414083 


AL1212B2 


Hs.2577e6 


421373 


AA808229 


Hs.167771 


430510 


AW162916 


Hs.241576 


446999 


AA151520 


HS.27952S 


459587 


AA031956 




414569 


AF109298 


Hs.118258 


406B87 


M31126 


Hs.272620 


428479 


Y00272 


HS.184S72 


408908 


BE296227 


Hs.48915 


431548 


AI834273 


Hs.9711 


433754 


AW753676 


Hs,39982 


434636 


AA083764 


Hs.241334 


451807 


W52854 


Hs.27099 


437872 


AK00201S 


HS.58B7 


443054 


Ar745185 


Hs.8939 


420092 


AA814043 


HS.8804S 


420159 


AtS72490 


Hs.99785 


447164 


AF026941 


Hs.17518 


451254 


AI571016 


Hs.172957 


432677 


NM_004482 


Hs.278611 


450434 


AA166950 


H5.18645 


400301 


X03635 


HS.16S7 


408829 


NM_006042 


Hs.48384 


434891 


AA814309 


HS.123S83 


436812 


AW238067 




43B88S 


Aia86558 


Hs.1 84987 


449765 


N92293 


Hs.206832 


447342 


AI199268 


Hs.19322 


434424 


AI811202 


Hs.125365 


438078 


AI016377 


Hs.131693 


437212 


AI755021 


Hsi10775 


417728 


AW138437 


Hs.24790 


438081 


H49546 


Hs.298964 


411571 


AA122333 


Hs.70811 


435663 


AI023707 


Hs.134273 


424717 


H03754 


Hs.152213 


425734 


AF056209 


Hs.159396 


450505 


NM_004572 


Hs^5051 


436211 


AKD01581 


Hsxogei 


436396 


A1683487 


Hs^112 


425695 


NM_005401 


KS.1S923B 


438180 


AA808189 


H3.272151 


447268 


A1370413 


Hs.38563 


433159 


AB035898 


Hs.150587 


400135 






424908 


A15660B6 


Ks.153716 


438202 


AW169287 


Hs^588 


438915 


AA280174 


Hs.23282 


448776 


BE302464 


Hs.30057 


453884 


AA355925 


Hs.36232 


420757 


X78592 


Hs.99915 


439759 


AL359055 


Hs.67709 


453102 


NM-007197 


Hs.31664 


424001 


W67B83 


Hs.137476 


434415 


BE177494 




417576 


AA339449 


Hs.82285 


438966 


AW979074 




415245 


N53650 


Hs^7252 


422352 


AA766296 


H$.99200 


425492 


ALJ021918 


Hs,158174 


442655 


AW027457 


H5J0323 


445657 


AW612141 


HS.279S75 


450221 


AA328102 


Hs^4641 


426320 


W475g5 


Ha.169300 



ESTs 

budding uninhibited by benzimidazoles 1 (yeast horn 

Homo sapiens mRNA; cDNA OKFZp566C1 021 (from done 

transfomilng growth factor, atpha 

heparan sulfate (gtuoosambie) 3-Ckulfotransferase 

C0C7 (ceQ division cyda 7. S. cerevisiae. homolo 

EGF^ikiHiomain; mul&pte 6 

Homo sapiens ctons TCCCTA00142 niRNA sequence 

Homo sapiens mRNA: cm OKf7p564H1663 (fron) don 

RA66 interacGng, Idnesin-like (r3bkinesin5) 

duaL«pecirdty tyrasin&<y)-pho5phQiytation regu 

KIAA0307 gene product 

Ras^jTPase-acQvating protein SH3-doma!n-bindlng p 

hypothetical protein FU 10582 

K1AA0008 gene product 

ESTs 

0 

Homo sapiens cDNA FUl 0570 tb, done NT2RP20031 17 
ESTs 

CGM47 protein 

ESTs 

ESTs 

hypothetical protein PR02577 

hypothefcal protein PRO2605 

gb2kl5e04^1 SoarBs_pregnanLutems_NbHPU Homo sa 

Prostate cancer assodated protein 1 

pregnancy spedfic beta-l-^coproteln 9 

cell division cyde 2. G1 to S and G2 to M 

serine/threontne kinase 15 

Homo sapiens cDNA FU13018 fe, clone NT2RP3000685 

ESTs 

ESTs 

DKFZP564J0863 protein 
RNA bintfing mobTprc^b 7 
yes-assodated protein 65 kOa 
ESTs 
ESTs 

Homo sapiens dgS mRNA. partial sequence 
ESTs 

UOP-N-acetyI-aIpha-[Vgaladosamine:potypeptide N-a 
ESTs, Weakly similar to partial COS [Celegans] 
Estrogen receptor 1 

heparan sulfate (glucosamine] 3-0-suirotransferase 
ESTs 

gb:U|.H^W0.E|ip^W)-UU1 Na_CGAP.Sub6 Homo s 
ESTs 

EST, Moderately similar to ALU8.HUMAN ALU SUBFAM 
ESTs; Weakly similar to 1111 ALU SUBFAMILY J WARN! 
Homo sapiens cDNA: FU23523 fis, clone LNG05548 
ESTs 
ESTs 

K1AA1573 protein 
ESTs 

hypothetical protein FLJ20516 
ESTs 

wingless-type MMTV integratkxi site family, member 
pepSdylglydne alpha-amidating monooxygenase COOH 
pl3kophI0n2 

polymerase (DNA directed), gamma 

Homo sapiens cDNA FU11441 fis. done HEMBA1001323 

protein tyrosine phosphatase, nonreceptor type 14 

ESTs 

Homo sapiens cONA: FU22418 fis, done HRC08590 

klnesin-fike protein 2 

0 

Homo sapiens mRNA for Kmob33 protein, 3* untransia 

ESTs 

ESTs 

transporter slmBar to yeast URS2 
KIAA0188geneprodud 

androgen receptor (dthydrotsstosterone receptor; t 
Homo sapiens mRNA full length Insert cDNA done EU 
frizzled (DrosopNIa) homolog 10 
KIAA1051 protein 

gb:RC6-HT0596-270300^1 1-C05 HT0596 Homo sapiens c 
phosphoribosylglydnamKle fonnyltransferase. phosp 
gb:EST391 184 MAGE resequences. MAGP Homo sapiens c 
ESTs 
ESTs 

zinc finger protein 184 (Knippet-Gke) 

ESTs 

ESTs 

cytosketeton assodated protein 2 
. transfonnttig growth factor, beta 2 
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4U142 


AW368397 


Ks.150042 


412170 


D16532 


Hs.73729 


410011 


AB020641 


Hs.57856 


436476 


AA326108 


Hs^l 


414132 


AI801235 


Hs.48480 


437789 


AI581344 


H3.127812 


450192 


AA263143 


Hs^4596 


449328 


AI962493 


Hs.197647 


440238 


AW451970 


Hs.155544 


403657 


#(NOCAT) 




408826 


AF215077 


Hs.48376 


418735 


N48769 


Hs.44609 


413627 


BE182082 


Hs,246973 


446293 


At420213 


Hs.149722 


441627 


AA947552 


Hs^8086 


425465 


L18964 


H$.ig04 


409242 


ALJ080170 


Hs^l6g2 


450262 


AW409872 


HsJ71166 


440250 


AA876179 


K5.134650 


451659 


BE379761 


H5.14248 


45B861 


AI630223 




436032 


AA1507S7 


Hs.109276 


407771 


AL138272 


Hs.62713 


435039 


AW043g21 


Hs.1 30526 


444342 


NM.014398 


Hs.10887 


407029 


AA045084 


Hs.29725 


409731 


AA12S985 


Hs^6145 


404253 


#{NOCAT) 




424120 


T80579 


H5J90270 


429126 


AW172356 


Ks.9g083 


413573 


AI733859 


Hs.149089 


421464 


AA291553 


Ks.ig0088 


430388 


AA356g23 


Hs.24fl770 


437938 


A1950087 


420362 


U79734 


Hs.97206 


444743 


AA045648 


Hs.11817 


415138 


C18356 


Hs.78045 


410568 


AW16294a 


Hs.64542 


429418 


A)3ai028 


Hs.9g2&3 


409178 


BE393948 


Hs-50915 


446603 


N75217 


Hs.257846 


425905 


AB032959 


Hs.161700 


428532 


AF157326 


HS.1&4786 


433426 


K69125 


Hs.133525 


431322 


AW970622 




437960 


AI669566 


Hs.222ig4 


423244 


AL039379 


Hs.209602 


424085 


NM-002914 


Ks.139226 


446674 


W31178 


Hs.154140 


438122 


A1620270 


Hs.129837 


440048 


AAB97461 


Hs.158469 


418478 


U38945 


Hs.1174 


407162 


N63855 


Hs.142634 


410804 


U64820 


Hs.66521 


424639 


AI917494 


Hs.131329 


432415 


T16971 


Hs.289014 


421470 


R27496 


Hs.1378 


445459 


AU78629 


Hs.158465 


418203 


X54942 


Hs,83758 


432809 


AA565509 


Hs.131703 


409234 


At879419 


Hs^206 


436394 


BE379623 


K5J7693 


452097 


AB002364 


HsOTie 


453745 


AAg52gB9 


HS.639Q8 


414136 


AA812434 


Hs,178227 


423248 


AA380177 


Hs.125845 


454018 


AW016892 


Hs,241652 


452281 


T93500 


Ks.28792 


424620 


AA101043 


Hs-151254 


452594 


AU076405 


Hs.29381 


434149 


Z43829 


Hs.19574 


425776 


U25126 


Hs.159499 


418677 


S83308 


H3.87224 


409517 


X90780 


Hs.54668 


432666 


AW2O4069 


Hs.129250 


448706 


AW291095 


Hs^1814 


429163 


AAa84766 




413562 


AW295647 


Hs.71331 


419917 


AA3^68 


HS53701 


424153 


AA451737 


HS.1414S6 


434265 


AA846811 


Hs.130554 


435082 


AA664273 


HS.1B6104 


441081 


A1584019 


H5.169006 


443539 


AI076182 


Hs.134074 



ESTs 7.7 

very Igw density QpopfOtetn receptor 7.6 

PFTAtRE protein Wnasel 7.6 

ESTs 7.6 

ESTs 7.6 

ESTs. WeaMysMir to AF141326 1 RNAheTtcase HD 7.6 

RADSI-interacfing protein 7.6 

ESTs 7.5 

p^redt}axgen82 7.5 

0 7.5 

Homo sapiens done HB-2 mRNA sequence 7.5 

ESTs 7.5 

ESTs 7.4 

ESTs 7.4 

ESTs 7.4 

protein kinase C; lota 7.3 

DKFZP434C091 protein 7.3 

ESTs. Moderately similar to ALU7_HUMAN ALU SUBFA 7.3 

ESTs 7.3 

ESTs, W^aMy similar to ALU8_HUMAN ALU SUBFAMIL 7.3 

gb:ad06g0ar1 ProHlierating Eiythroid Cells (LC6:a 7.3 

tatexin prolan 7.2 

ESTs 7.2 

ESTs 7.2 

similar to ly^^some-assodated membrane glycoprote ' 7.2 

Homo sapiens cDNA FU13197 fis, done NT2RP30Q4451 7.2 

thymosin, beta, ideniified in neuroblastoma cells 7.2 

0 7.1 

ESTs 7.1 

ESTs 7.1 

ESTs 7.1 

ESTs 7.0 

(ludear cap binding prot^ subunil 2, 20kO 7.0 

ESTs; Weakly similar to Gag-Pol polyproteln [M.mus 7.0 

tuintingtin interacting protein 1 7.0 

nudix (nxleoside diphosptiata Dnked moiety XHyp 7.0 

tissue factor paltiway inhibitor 2 TFPi2 6.9 

pro-mRNtA cleavage factor Im (68kD) 6.9 

ESTs 6.9 

kalGkrein 5 6.9 

ESTs 6.9 

KIAA1133 protein a9 

TBP-tnteractlng protsin 6.9 

ESTs 6.9 

gb:EST362704 MAGE resequences, MAGK Homo sapiens 6.8 

ESTs 6.8 

ESTs. Weakly similar to ubiquitous TPR motif, Y is 6.8 

replication factor C [activator 1) 2 (40kO} 6.8 

ESTs 6.8 

ESTs 6.8 

ESTs, Weakly similar to envelope protein [H.sapien 6.7 

cycPuHlependent kinase Intubitor 2A (melanoma, pi 6.7 

zinc finger protein 6.7 

Machad&Nfoseph disease (spinocerebellar ataxia 3, 6.7 

ESTs a7 

ESTs 5.7 

annexln A3 6.7 

ESTs 6.7 

COC28 protein kinase 2 6.6 

ESTs 6.6 

ESTs 6.6 

Cai24 protein 6.6 

ADAM-TS3; adislntegrin-like andmetatloproteas 6.6 

Homo sapiens HSPC316 mRt^ partial cds 6.6 

ESTs 6.6 

ribuIose-5-phosphate-3^pimerase 6.6 

ESTs 6.6 

ESTs as 

kaltikretn 7 (chymotryptic; stratum comeum) 6.5 

solute cam'er famSy 26 (sulfate transporter), me 6.5 

ESTs, Weakly similar to kalanin p60 subunil [H.sap 6.5 

parathyroid hormone receptor 2 6.4 

SRY (sex detemdnlng region Y)-box 5 6.4 

troponin I, cardiac 6.4 

ESTs, Weakly similar to unnamed protein product [H 6.4 

class II cytokine receptor ZCYT0R7 6.4 
8bam20a1 0^1 Soares_HFL.T_GBC,S 1 Homo sapiens cON 6.4 

Homo sapiens cDNA: FU21971 fls, done HEP05790 6.4 

Homo sapiens mRTiA; cONA DKFZp434E232 (from done 6.4 

MAGE-nke2 6.4 

Homo sapiens cDNA: FU23089 fo, done U4G07081 6.4 

Homo sapiens cDNA FU13a03 fis, done THYROI000187 6.4 

ESTs. Moderately similar to plakophfiin 2b [Hxapi 6.4 

ESTs 6.4 
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443830 
452606 
41B384 
425371 
429441 
443048 
437117 
449579 
453370 
428514 
415075 
408155 
452904 
439138 
457030 
436281 
407385 
406815 
430437 
428743 
415139 
417404 
433527 
449448 
457733 
457979 
422867 
423554 
421502 
412733 
422095 
449347 
440870 
437478 
411598 
418134 
418845 
452039 
410555 
412719 
410566 
437099 
453431 
408920 
417866 
420440 
430291 
405547 
427510 
435793 
427975 



452693 
440136 
421246 
445424 
448186 
425154 
419335 
420637 
431924 



452971 
428927 
425282 
419247 
445640 
422938 
447078 
421247 
407896 
436556 
417830 
429826 
432030 
443270 
453900 
411096 
419558 
427385 
427961 
404561 
429682 
407216 



A)142095 

M45202 

AW149266 

049441 

AJ224172 

Z45051 

AL049256 

AW207260 

AI470523 

BE616633 

1^000857 

AB014528 

AL157581 

AI742605 

AI301740 

AW411194 

AA610150 

AA833g30 

Ar768801 

AL080060 

AW975942 

NM_007350 

AW235613 

D60730 

AW974812 

AA776555 

L32137 

M90516 

AF1 11856 

AA984472 

A1868872 

AV649748 

AI687284 

AU90172 

BE336654 

AA397769 

AA85^85 

A1922986 

U92649 

AW015610 

AA373210 

N77793 

AF094754 

AL120071 

AW067903 

NM-002407 

AV660345 

#{NOCAT) 

Z47542 

AB037734 

AI536065 

AA442153 

T79153 

A8033023 

AW582962 

ABQ28945 

AA262105 

NM.00ie51 

AW960146 

AW97B153 

AK000850 

AV660737 

AI873878 

AA441837 

AW163518 

S65791 

AW969626 

NM-001809 

AW885727 

BE391727 

076435 

AI364997 

AW5047B5 

N93266 

AI908400 

NM_004272 

AW003582 

U80034 

AW953679 

AW836261 

AW293165 

IHNOCAT) 

NM.006308 

N91773 



Hs,143273 

Hs.90012 

Hs^130 

HS.15S981 

Hs.204096 

Hs.22320 

Hs.122593 

Hs.134014 

Hs.182356 

Hs.301122 

Hs.77890 

Hs.43133 

Hs,30957 

Hs.193696 

Hs.173381 

Hs.120051 

Hs.272072 

Hs,288035 

Hs.169943 

Hs.301549 

Hs.48524 

HS.B2101 

Hs.133020 

Hs.57471 

Hs^91971 

Hs.270942 

Hs.1584 

Hs.1674 

Ks.105039 

HS74554 

Hs^68966 

Hs295901 

HS.150S39 

Hs.1 18911 

Hs.70937 

Hs.85617 

Ks.89232 

Hs.172510 

Ks.64311 

Hs.129911 

Hs,43047 

Hs.48659 

Hs,32973 

Hs.48998 

H5.82772 

H5.97644 

Hs.238126 

Hs.179312 

Hs.4993 

Hs.122460 

Hs.104744 

Ks.485e9 

H5.6982 

Ks.300961 

Hs.12696 

Hs.4034 

Hs.154850 

Hs.284137 

Hs.272203 

Hs.135100 

H5.91789 

Hs.90250 

Hs.155485 

Hs^9764 

H5.31704 

Hs.1594 

Hs^1570 

Hs.102910 

Hs.41154 

Hs,7572 

Hs.132808 

Hs.40747 

Hs.143789 

Hs.9192 

H5.226414 

Ks.68583 

Hs.278394 

Hs.177486 

Hs.143134 

HS.2116Q2 
Hs.102267 



ESTs 

Homo sapiens cONA: FIJ23441 6s, done HSI00612 
ESTs 



DpophlOn B (uteroglobin family member), prostate 
sbnilar to S68401 (catUe) gluoose Induced gene 
ESTs 

prostate cancer associated protstn 6 
ESTs, Moderately similar to translaSon Initiation 
bone morphogenetic protein 7 (osteogenic protein 1 
guanylats cyclase 1, soluble, beta 3 
K1AA(£2B gei^ prodxl 

Homo sapiens mRNA; cONA OKFZp434E0626 (ttom done 
ESTs 

dthydropyrMinase^ 2 
ESTs 

ESTs, Moderately similar to ALU7J<UMAN ALU SUBFA 

tFlNA tsopantenylpyrophosptiata transferase 

Homo sapiens cDMA FU13569 fis, dona P WCE1008369 

Homo sapiens mRNA; cDNA DKFZp554H172 (from done 

ESTs 

.ptecksliin homotogy-Cke domain, tamily A, memiber 
ESTs 
ESTs 

ESTs ^ 
ESTs 

cartilage digomeric matrix protein 
glutamine-frudose^t^osphale transarninase 1 
solute cam'er family 34 (sodium phosphate), membe 
KIAA0080 protein 
cerutoplasmln (ferroxldase) 
ESTs 

Homo sapiens cDNA RJ13793 fis, dons THYRO1000085 
ESTs 

H3 histone family, member K 
ESTs 

cfiromobox homolog 5 (Drosophila HP1 alpha) 
ESTs 

a dislntegrin and metaltoproteinase domajn 17 ^um 
ESTs 

Hcmo saf^ns cONA FU 13585 fis. done PLACE1009150 
ESTs, Highly similar to LMAI.HUMAN LAMININ ALPH 
glydne receptor, beta 

fibronectin leucine rich transmembrane protein 2 

'cdlagen, type XI. alpha V 

mammagt(j}in 2 

CX3M9 protein 

0 

small nudear RNA activa&ng complex, polypeptide 

ESTs 

ESTs 

ESTs, Weakly similar to AF2Q8855 1 BM-01 3 [H.sapie 

zinc finger protein 228 

hypothetical protein FU10201 

ESTs. Highly similar to AF151805 1 CGM7 protein 

cortaclin SH3 domaln^dlng protein 

Homo sapiens cONA FU14208 Ss. done NT2FV'3003264 

(X)llagen. type IX. alpha 1 

Honro sapiens cOMA FU12888 fis. done NT2RP2004081 

gb:EST38B262 MAGE resequences, MAGN Homo sapens 

Homo sapiens cDNA FU20B43 fis, done ADKA01 954 

ESTs 

ESTs 

ESTs 

hunfingtin interacting protein 2 

fragile X mental relardaUon 1 

ESTs. Weakly similar to KIAA0227 [H^apiens] 

centromere protein A (1 TkD) 

ESTs 

general transcription factor IIH, polypeptide 4 (5 
73c family member 1 (odd-paired Drosophila homdog 
ESTs 

epitheOat ceD transfomilng sequence 2 oncogene 

ESTs 

ESTs 

Homer, neuronal immedials eaity gene, 18 

ESTs. Weakly similar to ALU8.HUMAN ALU SUBFAMIL 

irilochondrla] Inlennedlate peptidase 

ESTs 

amyloid beta (M) precursor protein (protease nexi 

ESTs 

0 

SMC^ (strudurd maintenance of chromosomes 1 , yea 
tysyloxkJase 

199 



6.4 
&4 
6.3 
6.3 

a3 

6.3 
6.3 
63 
'6w3 
6.3 
W 
6.2 
&2 
6.2 
6.1 
6.1 
6.1 
6.1 
6.1 
6.1 
6.1 

ai 

6.1 
6.1 
6.1 
6.0 
6.0 
6.0 

ao 

6.0 
6.0 
6.0 
6.0 
6.0 
6.0 
6.0 
6.0 
5.9 
5,9 
5.9 
5.9 
5.9 
5.9 
5.9 
5.9 
5.9 
5.9 
5.9 
5.8 
5.8 
5.8 
5.8 
5.8 
5.8 

as 

5.8 
5.7 
5.7 
5.7 
57 
57 
5.7 
5.7 
5.7 
57 
5.7 
5.6 
5.6 
5.6 
5.6 
5.6 
5,6 
5.6 
5.6 
5.5 
5.5 
5u5 
5.5 
5.5 
5.5 
5.5 
5.5 
5.5 
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410658 


AW105231 


Hs.192035 


ESTs 


5^ 


413930 


M86153 


Hs.75618 


RABl 1A, memb^ RAS oncogene family 


5.5 


414315 


Z24878 




gb:HS665O052 STRATAGENE Human skeletal muscle cO 


5.5 


427878 


C05766 


Hs.181022 


C6M)7 protein 


5.5 


431041 


AA490967 


HS.10S276 


ESTs 


5.5 


441645 


AQ22279 


Ks.201555 


ESTs 


5.5 


42B071 


AF212846 


Hs.182339 


transcription factor ESE-38 


5.4 


436406 


AW105723 


Hs.125346 


ESTs 


5.4 


429181 


AWg79104 


Hs^OOO 


ESTs 


5.4 


410909 


AWB98161 


H3.53112 


ESTs. We^ similar to ALU8_HUMAN ALU SUBFAMIL 


5.4 


424345 


AK001380 


Hs.145479 


Homo sapiens cOKA aJ10518 fts, done NT2RP2000814 


5.4 


451996 


A^14021 


K5.245510 


ESTs 


5.4 


449318 


AW236021 


Hs.108788 


EST s. Weakly similar to zeste [D.melanogaster] 


5.4 


441433 


AA933809 


Hs.42746 


ESTs 


5.4 


445495 


BE622641 


Hs.38489 


ESTs 


5.4 


410153 


BE311926 


HS.1S830 


Homo sapiens cDNA FU12691 fts, clone NT2RhM002S71 


5.4 


442611 


BE077155 


Hs.in537 


ESTs 


5.4 


452401 


NM_007115 


Hs.29352 


tumor necrosis factor, stpha-induced protein 6 


5.4 


453161 


AA628608 


KS.616S6 


ESTs 


5.4 


419948 


AB041035 


Hs.93847 


NADPH oxidase 4 


5.3 


427718 


AI798680 


H3^5933 


ESTs 


5.3 


453867 


AI929383 


Hs.108136 


HSPC037prateln 


5.3 


422834 


N^Loieoio 


Ks.118821 


CGI-62 protein 


5.3 


444478 


W07318 


K3.240 


M-phase pfiesphoprotein 1 


5.3 


428002 


AA418703 




gb2v98c03^1 Soares_NhHMPu_S1 Homo sapiens cONAc 


5.3 


443486 


NW_003428 


Hs.9450 


line linger protein 84 {HPF2) 


5,3 


451177 


A1969716 


Hs.i3034 


ESTs 


5.3 


408298 


AI745325 


H3.271923 


ESTs; Moderately similar to III! ALU SUBFAMILY SB2 


5.3 


435867 


AA954229 


Hs.114052 


ESTs 


5.3 


423698 


AA329796 


Hs.10g8 


OKFZp434J181 3 protein 


5.3 


448543 


AW897741 


Hs.21380 


Homo sapiens mRNA; cONA DKFZp566P1124 (from clone 


5.3 


427660 


AI741320 


H3.114121 


Homo sapiens cDNA: FU23228 fis, done CAE06654 


5.3 


430345 


AK000282 


Hs.239881 


hypothetical protein FLJ20275 


5.3 


433222 


AWS14472 


Hs.238415 


ESTs, Moderately slmnar to ALU8_HUMAN ALU SUBFA 


5.3 


449532 


W74553 


Hs.271593 


ESTs 


5.3 


452822 


X85689 


Hs.288617 


Homo sapiens cONA: FU22621 fis, clone HSI05658 


5.3 


437641 


AA811452 


Hs,291911 


ESTs 


5.2 


418379 


AA218940 


Hs.137516 


fidgeGn^ilcel 


5.2 


416530 


U82801 


Ks.79361 


katOkreln 6 (neurosin, zyme) 


5.2 


433589 


AA886530 


Hs.188912 


ESTs 


5.2 


409143 


AW025980 


Hs.138965 


ESTs . 


5.2 


410303 


AA324597 


HS.218S1 


Homo sapiens cDNA FLI1 2900 fis, clone m'2RP2004321 


5.2 


413384 


NWL000401 


Hs.75334 


exostoses (multiple) 2 


5.2 


424698 


AA164366 


Hs.151973 


hypothetical protein FU103f78 


5.2 


431229 


AA496479 




gb:zv37h05/1 Scares ovary tumor NbHOT Homo saplen 


a2 


433377 


Af752713 


Ks.43845 


ESTs 


5.2 


445236 


AK001676 


Hs.12457 


hypothellcal protein FLJ10814 


5.2 


406367 


#{NOCAT) 




0 


5.2 


442500 


AI819068 


Hs.209122 


ESTs 


5.2 


450101 


AV649989 


Hs.24385 


Human ht)c647 mRNA sequence 


5.2 


419140 


AI982647 


Hs.2t5725 


ESTs 


5,2 


411078 


At222020 


Hs.182364 


ESTs, Weakly slmflar to 25 kDa trypsin inhibitor [ 


5.2 


423020 


AA383092 


Hs.1603 


reptteaSon protein A3 (14kO) 


5.2 


427061 


AB032g71 


Hs.173392 


KtAA1145 protein 


5.2 


439042 


AW979172 




gb:EST391282 MAGE resequences, MAGP Homo sapiens c 


5.2 


452930 


AW19528S 


Hs.194097 


ESTs 


5.2 


417791 


AW965339 


Hs.l 11471 


ESTs 


5.1 


433277 


W27266 


Hs.151010 


ESTs 


5.1 


447835 


AW591623 


Ks.164129 


ESTs 


5.1 


434401 


AlB6413t 


Hs.71tl9 


Putative prostate cancer tumor suppressor 


5.1 


437496 


AA452378 


Hs.170144 


Homo sapiens mRNA; cONA OKFZp547J125 (from done D 


5.1 


418849 


AW474547 


Hs.53565 


ESTs, Weakly similar to B0491.1 (Celegans] 


5.1 


428093 


AW5945Q6 


Ks.104630 


ESTs 


5.1 


406621 


AI970672 


Ks.46638 


chromosome 1 1 open reading frame 8; fetd brain ( 


6.1 


453096 


AW294631 


K5.11325 


ESTs 


5.1 


418852 


BES37037 


Hs.273294 


hypothetical protein FLI20069 


5.1 


436787 


AAg0S554 


Hs.192756 


ESTs 


5.1 


446577 


AB040933 


Hs.15420 


KtAAISOO protein 


5.1 


437267 


AW511443 


Ks.258110 


ESTs 


5.0 


419423 


D26488 


Ks.90315 


K1AA0007 protein 


5.0 


404939 






0 


5.0 


439052 


ARJ85917 


Hs.37921 


ESTs 


5.0 


447020 


T27308 


HsJ69S6 


hypothetical protein FU11046 


5.0 


453878 


AWg&4440 


Ks.19025 


ESTs 


5.0 


410824 


AW994813 


Ks^264 


ESTs 


5.0 


427701 


AA4ni01 


Ks^1750 


ESTs 


5.0 


424602 


AK002055 


Hs.30n29 


Homo sapiens done 23859 mRMA sequence 


5.0 


430044 


AA464510 


Hs.152812 


EST cluster (not tn UnlGene) 


5.0 


417423 


AA197341 


Hs.111164 


ESTs 


5.0 


421477 


AI904743 


Ks.104650 


hypolhefteal protein FU10292 


5.0 


433384 


A1021992 


Hs.124244 


ESTs 


5.0 


434160 


BE551196 


Hs.l 14275 


ESTs 


5.0 


443555 


N71710 


Hs.21398 


ESTs, Moderately similar to GNPI HUMAN aUCOSAM 


5.0 


416198 


H27332 


Hs.99598 


ESTs 


4.9 
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424539 Hs.150402 acflvtn A receptor, type I 4^ 

436645 AW023424 Hs.156520 ESTs 4.9 

417251 AW01S242 Hs.99488 ESTs; Weakly sbiitar to OHFYKR074wtSxetevt^l 4.9 

447207 AA442233 Hs.17731 hypoMcd protetn FU 12892 4.9 

5 416565 AW000960 Hs.44970 ESTs 4.9 

425292 NM.005824 Hs.155545 37 kOa l3ucin&^ repeat (LRR) protein 4.9 

435420 Ai92B5l3 Hs.59203 ESTs 4.9 

4355^ AW291488 Hs.1 17305 ESTs 4.9 

^ 440266 Aie00271 Hs.129445 hypolhsSca! protein RJ 12496 4.9 

10 446140 AA356170 Hs.26750 Homo sapiens cONA: FU2 1908 8s. done KEP03830 4.9 

452891 N75582 Hs.212875 ESTs. Weakly simnar to KIAA0357[Ksapien5l 4.9 

431 130 NM.006103 Hs.2719 ef^dymts^pedlic; whey-acidtc protein type; fou 4.9 

408938 AA059013 Hs.22607 ESTs 4.9 

432842 AW674033 Hs.279525 hypottieScal protein PRO2805 4.9 

IS 435754 Ai081288 Hs.1 33437 ESTs. Moderately similar to gonadotropin inducibte 4.9 

442573 H93366 Hs.7567 Branched chain aminotransfisrasa 1.cytosolicU215 4.9 

409049 AI423132 Hs.146343 ESTs 4.9 

422475 AL359938 Hs.1 17313 Mets (mouse) homdog 3 4.9 

447112 H17800 Hs.7154 ESTs 4.9 

20 4S8627 AW088642 Hs.979S4 ESTs; Weakty similar to WASP-famUy prolan [H.8ap 4.8 

431669 AA30568d Hs.267695 UDP-Gal:t)etaGlcNAc t)ela LS^alactosyltransferase, 4.8 

410530 M25809 Ks.64173 ESTs, Highly simitar to VAB1.HUMAN VACUOLAR AT 4.8 

429414 AI783656 Hs.202095 empty splrades (Orosopl^) homoiog 2 4.8 

^_ 418882 NM_004996 Hs.89433 ATP-Wnding cassette, sul)-family C (CFTRWRP). mem 4.8 

25 422505 AL120862 Hs.l24165 ESTs; {HS^PAP protein (programmed ce« death 9; 4.8 

425977 R15138 Ks.165570 Homo sapiens done 25052 mRl^ sequence 4.8 

426555 Nl^002214 Hs.184908 Integrin, beta 8 4.8 

452909 NU_015368 Hs.3098S pannexini 4.8 

449535 W15287 Hs.23672 tow density ripoprotein receptor-related proletn 6 4.8 

30 452232 AW020603 Hs.271698 ESTs 4.8 

409732 NM_016122 Hs.56148 NY-REN-58 antigen 4.8 

415115 AA214228 Hs.l27751 hypothetical protein 4.7 

423161 AL049227 H6.124776 Homo sapiens mRNA;cONA DKFZp564N1 116 (from clon 4.7 

441085 AW136551 Hs.181245 Homo sapiens cDI^FU12532fis, done NT2RhM000200 4.7 

35 423575 C1B853 Hs.163443 ESTs 4.7 

415211 R54730.comp Hs.155986 ESTs; Highly similar to SPERM SURFACE PROTEIN SP1 4.7 

418804 AA809632 gb:nz17h04.s1 NQ.CGAP.GCBI Homo sapiens cDNAclo 4.7 

428405 Y00762 Hs.2266 cholinergic receptor, nicotink:. alpha polypeptide 4.7 

432865 AI753709 Hs.152484 ESTs 4.7 

40 433330 AW207064 Hs.132816 ESTs 4.7 

453047 AW023798 Hs.286025 ESTs 4.7 

421308 AA6e7322 Hs.192843 ESTs 4.7 

456273 AF154846 Hs.1 148 zinc finger protein 4.7 

^_ 443933 AI091631 Hs.135501 Homo sapiens hro pore potassium channel KT3.3 4.7 

45 434551 BE387162 Hs.280858 ESTs. HigWysImHar to XPB HUMAN DMA-REPAIR PRO 4.7 

440351 AF030933 Hs.7179 RAD1 (S. pombe) homotog 4.7 

426300 U15979 Hs.169228 delta^ike homdog (Drosophila) 4.7 

453775 NMJ02916 Hs.35120 repllcatton factor C (activator 1) 4 (37kD) 4.7 

446102 AW168067 Hs.252956 ESTs 4.7 

50 420547 AF155140 Hs.98738 gonadotropin^egdaled testicular RNA heTicase 4.7 

429486 AF155e27 Hs.203gS3 hypothetica! protein FU10339 4.7 

429944 R13949 Hs.226440 Homo sapiens done 24881 mRNA sequence 4.7 

433042 AW193534 Hs.2818g5 Homo sapiens cDNA Ft) 11 660 lis, done HEMBA1 004610 4.7 

__ 434988 AI418055- Hs.l61160 ESTs 4.6 

55 452571 W315ie Hs.34665 ESTs 4.6 

434361 AF129755 Hs.1 17772 ESTs 4.6 

406400 #{NOCAT} 0 4.6 

410227 A6009264 Hs.61152 exostoses (muttipIeHike 2 4.6 

419945 AW290975 Hs.1 16923 ESTs 4.6 

60 428301 AW628666 Hs.98440 ESTs 4.6 

430153 AW96812e gb:EST380338 MAGE resequences, MAO) Homo salens c 4.6 

431349 AA503653 Hs.15^42 ESTs. Moderately simSar to ALU2„HUMAN ALU SUBFA 4.6 

446254 BE179829 Hs.179852 Homo sapiens cDI^FUl 2832 fis, done JiT2RP2003 137 4.6 

^. 447505 Alj04g266 Hs.18724 Homo sapiens mRNA; cDNA DKFZp564F093 (from ctone 4.6 

65 448027 AI45B437 Ks.177224 ESTs 4.6 

44961 1 AI970394 Hs.197075 ESTs 4.6 

459574 At741122 Hs.lOldIO Homo sapiens cONAHJ 14232 fis. done NT2RP4000035 4.6 

409928 AL137163 Hs.57549 hypolheHcal protein dJ473B4 4.6 

409387 AW384900 Hs.123526 ESTs 4.6 

70 424078 A6008625 Hs.1 39033 patematty expressed gene 3 4.6 

435244 N77221 Hs.187824 ESTs 4.6 

404S98 #(NOCAT) 0 4.6 

407905 AW103655 Hs.252905 ESTs 4.6 

_^ 411560 AW851188 gb:IL3^T022a-1 50200071 •H05CT0220 Homo sapiens c 4.6 

75 424341 AA3d5074 gb:ESTg8673 Thyioid Homo sapiens cDNA 7 end simO 4.6 

441675 At914329 Hs.5461 ESTs 4.6 

452172 H00797 Hs.l33207 Homo sapiens mRNA for KIAA1 230 protdn. partial od 4.6 

420276 AA290938 Hs.l90561 ESTs. Highly similar to mosaic protein LRU [Ksap 4.5 

402820 iSKNOCAT) 0 4.5 

80 419699 AA248998 Ks.31246 ESTs 4.5 

422529 AW015128 H3.2S6703 ESTs 4.5 

436018 AK001160 Ks.5999 hypothetfeal protein FU 10298 4.5 

441826 AW503603 Ks.l29915 phosphotriesterase related 4.5 

453931 AL121278 Hs.25144 . ESTs 4.5 
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435538 

457465 

418S48 

408321 

447499 

424513 

432731 

448275 

430371 

448893 

407289 

448141 

434699 

417718 

436464 

427528 

409092 

416241 

432005 

440234 

448743 

451369 

453331 

454036 

448133 

429597 

453279 

409459 

431708 

433906 

437958 

441423 

429876 

446770 

412078 

422093 

423123 

448390 

453628 

449722 

436679 

431592 

432383 

419926 

452367 

401644 

410044 

413775 

424298 

431118 

432201 

451073 

451592 

452453 

441020 

439024 

453619 

4534S9 

408427 

419311 

426460 

444540 

452943 

453913 

417847 

428856 

426679 

441006 

436209 

446936 

406076 



AB011540 

AW301344 

AI620961 

AW405882 

AW262580 

BE385864 

R31178 

BE514434 

D87466 

AW004854 

AA135t59 

AI4715g8 

AA643587 

T86S40 

AI016176 

AU077143 

AI735283 

N52639 

AA524190 

AWU7264 

AB032962 

N73222 

At240665 

AA374756 

AA723157 

Nl^003816 

AW893940 

086407 

AI698136 

A1167816 

6E139550 

AI793299. 

AB028977 

AV660309 



406671 
418432 
417048 
431750 
439314 
446582 
449554 
455700 
409073 
433929 
415457 
444381 



AF151852 

NiyL012247 

AIJD35414 

AW243307 

BE280074 

AI127483 

R6g016 

AK000144 

AW90D992 

U71207 

#{NOCAT) 

BE565742 

AW409934 

AI631874 

BE264901 

At538613 

AI758905 

AI80S416 

AI902519 

W792B3 

R966g6 

K87648 

BE047032 

AW194270 

AA689S91 

079721 

AI693927 

BE247449 

AW004683 

A1521558 

AA435735 

AA431765 

AW605267 

AWe50417 

H10207 

AL390179 

AL135623 

AA129547 

M14156 

AI088775 

AAS14986 

AA382413 

AI538880 

AA682382 

BE068115 

AA0634Sa 

A1375499 

AW081710 

fi£38733S 



H5.4930 

Ks.195969 

Ks.193465 

Hs.44205 

Hs.147674 

Hs.149894 

Hs^B7820 

H5.20830 

Ha^40112 

H5.228320 

Ks.203349 

Hs.197531 

Ks.149425 

Hs.193981 

KS.2697B3 

Hs.179565 

Hs.172608 

Ks.32683 

Hs.120777 

Hs.126252 

Hs.218g6 

Hs.21738 

HS.B895 

Hs.93560 

Hs.73769 

Hs.2442 

Hs.59698 

Hs.54481 

Hs.108873 

Ks.43355 

Ks.121668 

Hs.126877 

H5.225974 

Hs.154986 

Ks73149 

Hs.l 11449 

Hs.124027 

Hs.21068 

Hs.170187 

Hs.23960 

Hs.120451 

Hs.293871 

Hs,274449 

Hs.93796 

Hs.29279 

H3.58169 

HS75528 

Hs.169391 

Hs.250502 

Hs.135657 

Hs.206063 

Hs.213897 

Hs.35962 
Hs.35598 
Hs.33922 
Hs.25n89 
Hs.177236 

Hs.183702 

Ks^65165 

Hs.31082 

Hs.233502 

Hs.288312 

Hs.183171 

HS7627 

Hs^54020 

Hs.47314 

H3.137011 

Ks.193914 

Hs.285754 

Hs^112 

Hs^5498 

Hs.283705 

Hs.178144 

Hs.94812 

Hs.59982 



Hs.27379 

HS7369 

Hs.283713 



4.5 

ESTs 4.5 

ESTs 4.5 

coTlistafin 4.5 

KIAA1621 protein 4.5 

mitochoftdrial translaOonal Initiation factor 2 4.5 

fibronectin 1 4.5 

synaptic Ras GTPase activating protein 1 (homolog 4.5 

K1AA0276 protein 4.5 

Homo sapiens cONA: FU23537 fis. dons 1XG07690 4.5 

Homo sapiens cONA FU12149 fis. done MAMMA100042 4.4 

ESTs 4.4 

KomosaisenscONAFU11980 fis. done KEMBB1001304 4.4 

ESTs 4.4 

ESTs, Weakly similar to ALU^HUMAN ALU SUBFAMll 4,4 

mlntchromosoma maintenance deficient (S. cerevisia 4.4 

ESTs 4.4 

ESTs 4.4 

ESTs. Weakly similar to Ed^HUMAN RNA POLYMER 4.4 

ESTs 4.4 

KIAA1136 protein 4.4 

KIAA1008 protein 4.4 

ESTs 4.4 

ESTs. Weakly similar to unnamed piDteh product [H 4.4 

folate receptprl (adult) 4.4 

adisintegrinandmetalk)proteinasedomain9(melt 4.4 

ESTs 4,4 

(ow density lipoprotein receptor-related protein 8 4.4 

ESTs 4.4 

ESTs 4.4 

ESTs 4.4 

ESTs 4,4 

KIAA1054 protein 4.3 

ESTs. Weaklysimilarto AF137386 1 plasmonpin [H. 4.3 

paired t)0X gene 8 4.3 

CGI-94 protein 4.3 

SELENOPHOSPHATE SYNTHETASE ; Human selenium 4.3 

hypothetical protein 4.3 

ESTs 4.3 

cycfinBI 4.3 

ESTs. Weakly similar to unnamed protein product [H 4.3 

ESTs. Weakly similar to ALULHUMAN ALU SUBFAWL 4,3 

Homo sapiens cDNA FU20137 fis. clone COL07137 4.3 

DKF2J^86D2223 protein 4.3 

eyes at}sent (Drosophlla) homolog 2 4.3 

0 4.3 

highly expressed In cancer, rich in leucine heptad 4.3 

nucleolar GTPase 4.3 

ESTs 4.3 

carbonic anhydrase VIII 4,3 

TMPRSS3a mRNA for serine protease (ECH0S1) (TADG-1 4.3 

ESTs 4.3 

ESTs 4.3 

gb:QV>BT009-101 198-051 BT009 Homo sapiens cDNA m 4,3 

ESTs 4.2 

ESTs 4.2 

H,sapiens novel gene from PAC 1 1 7P20. chromosome 1 4.2 

ESTs 4.2 

ESTs 4.2 

flb:nv66al2.s1 NQ.CGAP.GCfll Homo sapiens cONA do 4.2 

Homo sapiens cONA FU11752 fis, done HEMBA1005582 4.2 

ESTs 4.2 

hypothetical protein FLj 10525 4.2 

ESTs 4.2 

Homo sapiens cONA: FU22316 fis. done HRC05262 4.2 

Homo sapiens cONA: FU22002 fis. done HEP06638 4.2 

gbzw80c03.s1 So3Fes_test!s JJHT Homo sapiens cONA 4.2 

CQ-60 prolan 4.2 

ESTs. Moderately similar to unnamed protein produc 4.2 

ESTs 4.2 

Homo sapiens mRNA; cONA OKFZp547P134 (from done 4.2 

KlAA0575geneprodud 4.2 

met prottvoncogena (hepatocyte growth factor recep 4.2 

insutnvfike growth factor 1 (somatomedia Q 4.2 

geranytgeranyl diphosphate synthase 1 4. 2 

ESTs 4.2 

ESTs 4.2 

ESTs 4.2 

ESTs 4.2 

gb,'CM1-BT0368^812994}6&^7 8T0368 Homo sapiens c 4.2 

Qb:zf71a07.s1 Soares_p[neaLgtand_N3HPG Homo sapie 4.1 

ESTs 4,1 

ESTs, WeakfysinutartoALUlJtUMAN ALU SUBFAML 4.1 
. ESTs 4.1 
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451024 AA442176 gb2ttf63b08jl Soares_totaUetusjn)2HF8_9wHomosa 4.1 

415539 AI733B81 Hs.72472 BMPR-Q); bone morphogenelic protein receptor; typ 4.1 

421515 Y11339 Hs.105352 GalNAc atph3-2. &^trsrvsfefBSG I. long fbnn 4.1 

420736 AI263022 Hs.82204 ESTs 4.1 

453293 AA3S2267 Hs.10S53 ESTs 4.1 

409554 AAD45857 Hs.54943 bacture caHus 1 (raf) hoinolog 4.1 

416378 AW9S2Q81 gb£ST374154 MAGE resequences, MA6G Homo sapiens 4.1 

429S28 H09604 Hs.13258 ESTs 4.1 

439535 AA477288 HS.94S91 HomosapienscDNA: FU2Z729SS, dona HSI1 5685 4.1 

440452 AI925136 H3.55150 ESTs.Wea5dysiiraartoCAYP_HUMANCALCYPH0SlN 4.1 

443695 AW204099 Hs.112759 ESTs. WeaWysimflar to AFl 26780 1 re5nal shorts: 4.1 

448816 AB033052 Hs.22151 KIAA1 226 protein 4.1 

4527S5 AW392555 Hs.18878 hypothetical protein FU21 620 4.1 

443171 BE2B1128 Hs.9030 TONDU 4.1 

425322 U63&30 Hs.155637 protein kinase; DNAractivaled; catalylic polypepS 4.1 

442717 R88362 Hs.180591 ESTs, Weakly similar to R06F6.5b [Celegans] 4.1 

414747 U30872 H3.77204 centronwre protein F (35W400kD. mitosin) 4.1 

417300 AI765227 Hs.55610 solute canfer family 30 (zinc transporter), membe 4.1 

417389 BE260964 Hs.e2045 hGdIdne (neudta growthsiromotino factor 2) 4.1 

448105 AWS91433 Hs.170675 ESTs, Wealdy similar to TMS2.HUMANTRANSMEMBR 4.1 

419131 AA406293 Hs.301622 ESTs 4.1 

405348 mOCM) 0 4.1 

419750 Ali)79741 Hs.183114 Homo saf«enscONAFU 14236 (is, done NT2RP4fl005 15 4.1 

419790 U79250 Hs.93201 glycerol-iphosphate dehydrogenase 2 (mitodtondria 4.1 

420908 P\mm Hs.100261 Homo sapt^i)5mRNA:d}NADKFZp564B222 (from done 4.1 

421039 NM_003478 Hs.101299 cuUin5 4.1 

426890 AA393167 Hs.41294 ESTs 4,1 

428571 NM_006531 Hs.2291 Probe hTg737 (polycystic kidney disease, autosomal 4.1 

452834 AI638627 Hs.105685 ESTs 4.1 

428771 AB028992 H3.193143 KIAA1069 protein 4.0 

437949 U78519 Hs.4l654 ESTs 4.0 

450568 ALj050078 Hs.25159 Homo saf^enscDNAFU10784fis, done NT2RP4000448 4.0 

424081 NM-006413 H5.139120 ribonudaase P (30kO) 4.0 

418375 NM.003081 H5.84389 synaptosomai-assodated protein, 25KO 4.0 

447204 AI366e81 Hs.l 57897 ESTs. Moderately simliar to ALUC_HUMAN!!!! ALU a 4.0 

407910 AA650274 Hs!41296 ftbronectln teudne rich transmembrane protein 3 4.0 

412314 AA825247 Hs.250899 heat shod( factor binding protein 1 4.0 

436291 BE568452 Hs.5101 ESTs: Highly simBar to protein regulating cytoldn 4.0 

450654 AJ245587 Hs.25275 Kruppel-^ zinc finger protein 4.0 

426991 AK001536 Hs.265803 HoiTO sapiens cDNAFU12852fi8. done NT2RP2003445 4.0 

409365 AA702376 H3.226440 Homo sapiens done 24881 mRNA sequence 4.0 

410784 AW803201 gb:IL2-UM0077^70500-080-E06 UM0077 Homo sapiens c 4.0 

413374 NM-001034 H5.75319 ribonucleotide redudase M2 pdypepttde 4.0 

413425 F20gS6 gb;HSPD05390HM3 Homo sa^^nscDNA done 032-X4-1 4.0 

417655 AA780791 Hs.14014 ESTs. We^simBar to KIAA0973 protein [H.saplen 4.0 

424783 AA913909 Hs.153088 TATA box binding protein (TBP)-assodaIed factor, 4,0 

425024 R39235 Hs.12407 ESTs 4.0 

445941 A1267371 Hs.172636 ESTs 4.0 

448595 AB014544 Hs,21572 KIAA0&44 gene produd 4.0 

453448 AL036710 Hs.209527 ESTs 4.0 

458944 N93227 Hs.98403 ESTs 4.0 

400284 Estrogen receptor 1 4.0 

441134 W29Q92 Hs.7678 ceOularreSnoic add-blnding protein 1 4.0 

408796 AA588292 Hs,1l6553 ESTs 4.0 

408296 AL1 17452 Hs.44155 OKFZP586Gt517 protein 4.0 

438913 AI380429 Hs.172445 ESTs 4.0 

402408 0 4.0 

411630 U42349 Hs.71119 Putafiv© prostate cancer tumor suppressor 4.0 

450701 tt39960 Hs.288467 Homo sapiens cDt4AFU12280fis, done MAKAhAAl 00174 4.0 

439780 AL109888 gb:Homo sapiens mRNA fuD length insert cONA done 4.0 

418301 AW975201 Hs.187618 ESTs 4.0 

420077 AW512260 Hs,87767 ESTs 4.0 

426572 AB037783 Hs.170623 hypothetic^ protein FU1 1183 4.0 

403721 0 4.0 

411945 ALD33527 Hs.92137 v-myc avian myelocylomatosls viral oncogene homolo 4.0 

408684 R61377 Hs.12727 hypothetical protein FU21 610 ' 4.0 

414869 AA157291 Hs.72163 ESTs 4.0 

•437980 R50393 Hs.278436 KIAA1474 protein 4.0 

451050 AW937420 Hs.69662 ESTs 4.0 

TABI^14B: 

Pkey: Unique Eos probesetkJenlifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 

Accession 

AA063458 AA063018 AI444822 
AW803201 BE079700 6E062940 
AW851 186 AW996957 BE1434S6 
F209S6 AAl 29374 AAl 33740 AW8 1 9878 
Z24878 AA494098 F13654 AA494040 AA143127 
AW962081 AA218925 AA354237 
AAS09632 At917245 AI701732 AA228406 
AA589591 AW974261 AA236240 A1077451 AA631399 AW974262 

203 



Pkey 


CAT Number 


409073 


109851_1 


410784 


1221005 1 


411560 


1249443 1 


413425 


1368B5J 


414315 


14351Z.1 


418378 


174656_1 


416804 


179138.1 


419311 


183793.1 



wo 02/102235 
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420637 1 9S241.1 AW9761 53 AA276945 AA74769 1 

424341 238294_1 AA385074 AA339054AA339115AW956359 

428002 28550^.1 AA4ie703 M4187l1 BE071915BE07192flBE071912 

428679 294049.1 AA431765 AA432015 

429163 300543_1 AA884766 AW974271 AA5^5AA447312 

430153 313709.1 AW96812a AA468102AA4€ai65 

431229 330060J AA496479 T89859 AW020056 AW1352S1 AI221100 AA62S705 A)263143 179074 

431322 331543.1 AW970622 AA503009AAS02998AA502989AA502805 T921B8 

434415 3S5931.1 BE177434 AW276909AA632B49 

436812 427323J AW29B067 AA731645AA810101 AW194180 Al690673AW97e773 

437938 44573 2 AI950067 N70208 R97040 N36809 A13081 19 AWg67677 N35320 AI251473 H593g7 AWg71 573 R9727e W01059 AW967671 AA908598 

AA2S187S AI820S01 AI820532 W87891 TBS904 U71456T82391 BE328S71 T75102 R34725 AA884922 BE32B517 AI2197B8 AAB84444 N92578 
F13493 AA927794 AI560251 AW874068 AL134043 AW235363 AA663345 AW008282 AA488964 AA283144 AI890387 AI9S0344 AI741346 
AI6890&2 AA28291 5 AW1028g8 AJ872193 A)763273 AW1 73568 AWI 50329 A)653832 AI762688 AA988777 AA488892 AI356394 AW1 03813 
A1539642 AA6427B9 AA&56975 AW505512 AI961530 AW629970 BE6128&1 AW276997 AW51360t AW512843 AA044209 AW8S6538 
AA160Q09 AA337499 AW961 101 AA251 669 AA251 874 A1819225 AW205862 AI6e3338 Aie58509 AW276905 AI633Q06 AA9725&4 AA908741 
AW072629 AW513996 AA293273 AA9697S9 N75628 N22388 HB4729 H60052 T92487 At022a58 AA760419 AA551005 W80701 AW6i3456 
AI373032 AI564269 F00531 H83488 W37181 W78802 R66056 At002839 R67840 AA300207 AW959581 T63228 F04005 

438966 467436.1 AWg79074 AA834341 AA828650 

438993 467651.1 AA828995 AA834879 A1926361 

439042 468079.1 AW979172AA829595 R96050 

439780 47673.1 AL109688 R23665 R26578 

442438 542469 1 AAg95g98 AI916584 R61761 T77332 F07756 F08149 F07647 

449034 794817.1 AI624049 AWI 17770 AI858360 

451024 85565.1 AA442176AA259181 
452453 918300.1 Atg02519 Al902S18Aig02516 

455700 1351264J BE0681 15 BE068104 BEO&8102 BE068096 BE068103 BE068154 BE068ig8 
458861 798085.1 AI630223 AI630470 



TABLE 14C: 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 (Sqli numbers In this oolumn are Genbank IdenSlier (Gl) numbers. Dunham I. ei at.' rsfers to the publication entitled The ONA sequence of 

human chromosome 22" Dunham, et a). (1999) MUIB 402:48^95 
Strand: IndicatBS DNA strand from which exons were predicted 
Ntjxsition: Indicates nucleotide positions of predicted exons 



Pkey 


Ref 


Strand 


NLposition 


401644 


8576138 


Rus 


82655-83959 


402408 


9796239 


Minus 


110326-110491 


402606 


9309429 


Minus 


81747-82094 


402820 


6456853 


Minus 


82274^2443 


403381 


9438267 


Minus 


26009-26178 


403657 


8843996 


Minus . 


156223-156370 


403721 


752804S 


Minus 


158647-157368 


404253 


9367202 


Minus 


55675-56055 


404561 


9795980 


hfinus 


69039-70100 


404939 


6862697 


Plus 


175318-175476 


404996 


6007890 


Phis 


37999-38145,38652-38998,39727^9872,40557-40674.42351-42450 


405547 


1054740 


Phjs 


124361-124520,124914-125050 


406348 


9255985 


Minus 


71764-71944 


406367 


9256126 


Minus 


58313-58489 


406400 


9256298 


Plus 


1553-1712.1878-2140.4252-4385,5922-6077 



Table 1 5A lists about 499 genes ufKegutated In ovarian cancer compared to normal adult tissues that are likely to be extraceUular or cell-surface proteins. These were selected 
as for Table 14A. except that the ralb was greater than or equal to 3.0, and the predicted protein conlamed a stmctural domain that is indicative of extracellular localization (e.g.. 
ig> fn3. egf. 7tm domains). Predicted protein domains are noted. 

TABLE ISA: ABOUT 499 UP-REGUUTED GENES ENCODING EXTRACELLULAWCEU SURFACE PROTBNS. OVARIAN CANCER VERSUS NORMAL AOaT TISSUES 
Pkey: Primekey 
UGID: UniGenelD 
Title: UniGene title 

Prot Dom.; Predicted protein structural domains 
ratb: ration tumor vs normal tissues 



Pkey 


Ex. Aocn 


UGID 


Title 


ProLDom. 


ratio 


415989 


At267700 


Hs.111128 


ESTs 


TM 


42.7 


428579 


NM.005756 


Hs.184942 


G protein-coupled receptor 64 


TM 


30.5 


428163 


AW513143 


KS.S8367 


similar to SRY-box cont^ning gene 17 


TM 


30.1 


436982 


AB018305 


Ks.5378 


spondin 1, (f-spondin) extiacelluiar mablx 


SS 


29.4 


427585 


D31152 


Hs.179729 


coHagen; type X; alpha 1 (Schmid nnetaphy 


C1q,CoUagen 


27.0 


430691 


C14187 


Hs.103536 


ESTs 


TM 


26.2 


418007 


Mt3509 


Hs.83169 


Matrix metaltoprotease 1 (interstlllal ooDag 


SS.Peplidase M10 


20.6 


400292 


AA250737 


Hs.72472 


BMPR-ib; bone morphogenelic protein fee 


TM 


20.6 


424066 


AI351010 


Hs.102267 


lysyt oxidase 


Lysyl.oxidase 
pkise.pkinase 


17.7 


424905 


NM„002497 


Hs.153704 


NIMA (never In mitosis gene a)-(elated Idn 


17.4 


427356 


AW023482 


Ks.97849 


ESTs 


TM 


17.4 


407638 


AJ404672 


Hsi&8693 


EST 


TM 


17,1 


427469 


AA403084 


Hs.269347 


ESTs 


TM 


17.0 


438993 


AA828995 




iitegrin; beta 8 


SS.integrin.B 


16.7 


421155 


H87879 


Hs.102267 


tysyl oxidase 


SS 


16.1 


431989 


AW972870 


H3.291069 


ESTs 


SS 


15.9 


428976 


AL037624 


Hs.194695 


ras homotog gene family, member 1 


ras 


15.1 


416209 


AA236776 


Hs,79078 


MA02 (milotic arrest defident. yeast, horn 


TM 


15.0 
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413623 


AA825721 


Hs.246973 


ESTs 


TM 


14.8 


447350 


AI375572 


Hs.172634 


ESTs; HER4((«rt>W) 


SS,TM,Fuim-IIks,pkinase 


14.2 


428227 


AA321649 


Hs.2248 


lNTERFER0^k3AMMA INDUCED PRO 


tl^ 


14.1 


452461 


N78223 


Hs.108106 


transcnpOonfador 


G9a.PHD 


13.7 


451106 


BE382701 


Hs.25960 


Wfltyc 


Myc_N_tBrm 


13.5 


416208 


AW291168 


Hs.41295 


ESTs 


TM 


13,5 


452249 


GE394412 


Hs.61252 


ESTs 


homeobox 


13.4 


416566 


NM_003914 


Hs.79378 


cycSnAI 


cydin 


12.8 


416661 


AA634543 


HS.7M40 


\QFA] mRNA^lndlng protdn 3 


TM 


1Z6 


431725 


)C65724 


H3339 


Nome disease (pseudogRoma) . 


SS,Cys_knol 


12.3 


456027 


L49054 


H8.85195 


ESTs. Highty simBar to I(3;5)(q25.1:p34) f 


TV 


1Z2 


408460 


AA054726 


Hs^65574 


ESTs 


TM 


12.2 


415263 


AA948033 


Hs.130853 


ESTs 


histone 


11.9 


400293 


AA032279 


Hs.61635 


STEAP1 


TM 


11.8 


421451 


AA291377 


H5^831 


ESTs 


TM 


11,6 


443715 


A1583187 


Hs.9700 


cycUnEI 


cycSn 


11.5 


413472 


BE242870 


Hs.75379 


solute carrier family 1 (glial high affinity gl 


TM.SDF 


11.5 


410102 


AW24S506 


Hs.279727 


ESTs; 


SS 


11.4 


408562 


A]436323 


Hs.31141 


Homo sapiens mRNA for KIAAI 568 prote 


TM 


11.4 


442353 


BE379594 


Hs.49136 


ESTs • 


TM 


11.3 


427344 


NM_000869 


H3,2142 


S^ydraxytryplamine (serotonin) receplor 3 


TM.neur_chan 


11.2 


453160 


AI263307 


Hs.146228 


ESTs 


histone 


11.2 


412723 


AA648459 


Hs.179912 


ESTs 


TM 


11.1 


400250 






0 


HisLdeacetyl*F105 


11.1 


438167 


R28363 


Hs^4266 


ESTs 


7tm.1 


11.1 


434539 


AW74B078 


Hs.214410 


ESTs 


TM 


10.9 


450375 


AA009647 


Hs.8850 


a disintegnn and metalloprotelnase domain 


TM 


10.8 


400289 


X07820 


Ks.2258 


Matrix Metalloproteinase 10 (Stromoiysin 2 


SS,hemopexin 


10.8 


446142 


A17546S3 


HS.US968 


ESTs 


CadhcrinjCjerm 


10.7 


421285 


NM000102 


Hs.1363 


cytochrome P450. sutifamiiy XVI) (steroid 


TM.p450 


10,6 


433436 


AF054254 


Hs.49765 


VERY^ONGOIAIN ACYL-COA SYNT 


SS.TM 


10.6 


416506 


AA084248 


Hs.85339 


6 prolein-ooupled receptor 39 


TM 


10.5 


433447 


U2919S 


Hs.3281 


neuronal pentraxin II 


SS 


10.4 


414245 


BE148072 


Hs.75850 


WAS protein family, member 1 


TM 


10.3 


426462 


U59111 


H5.169993 


dermalan sulphate proteoglycan 3 


SS,LRRNT 


10.3 


418601 


AA279490 


Hs.86368 


calmegin 


SS 


10.3 


415227 


AWB21113 


Hs.72402 


ESTs 


TM 


10,2 


409269 


AA576953 


Hs.22972 


Homo sapiens cDNA PL) 13352 fts, done 0 


TM 


10.1 


425471 


M22440 


Hs.170009 


transfomung growth factor, alpha 


SS,EGF 


9.6 


407881 


AW072003 


Ks.40968 


heparan sulfate (glucosamine) 3-0-suifotran 


SS 


9,7 


445537 


AJ245671 


Hs.12844 


EGF-fike-domaIn; multiple 6 


SS,EGF 


9,7 


414972 


BE263762 


Hs.77695 


KlAAWOSgene product 


TM 


9.4 


435509 


AI458679 


Hs.181915 


ESTs 


TM 


9.3 


445413 


AA151342 


Hs.12677 


CGl-147 protein 


UPF0099 


9.2 


446999 


AA151520 


Hs^79525 


hypothetical protein PRO2605 


TM 


9.1 


414569 


AF1092g8 


Hs.118258 


Prostata cancer associated protein 1 


TM 


9,1 


406687 


M31126 


Hs^72620 


pregnancy specific beta-1 -glycoprotein 9 


hemopexin 


9.0 


408908 


BE296227 


Hs-48915 


serine/threonine kinase 15 


pkiseJM 


9.0 


451807 


W52B54 


H5.27099 


DKFZP564J0B63 protein 


TM 


8.8 


420159 


AI572490 


Hs.99785 


ESTs 


TM 


8.8 


432677 


NM-004482 


Hs.278611 


U0P-N-ac8tyl-alpha-t>galactosamine:poly 


TM,Rk:in B lectin 


8.7 


408829 


NiyL006042 


Hs.46384 


heparan sulfate (glucosamine) 3-O^ulfotran 


TM 


8.7 


4388B5 


At886558 


Hs.184g87 


ESTs 


TM 


8.7 


447342 


At199266 


Hs.19322 


ESTs; Weakly similar to till ALU SUBFAM 


TM 


8.6 


437212 


At765021 


Hs.210775 


ESTs 


UDPGT 


a5 


424717 


H03754 


Hs.152213 


wingless-type MMTV integration sits faml 


wnt 


6.4 


450505 


NM_Q04572 


Hs.25051 


plakophiiin 2 


TM 


8.4 


436398 


A1683487 


Hs.299112 


Homo sapiens cDNA FUl 1441 fis. done H 


wnt 


&3 


425695 


NIA_005401 


K3.159238 


protein tyrosine phosphatase, non-receptor 


Yjihosphalase 


8.3 


447268 


AI370413 


Ks.36563 


Homo sapiens cDNA: FLI22418 &s« done 


RibosomaLSO 


a2 


400195 






0 


TM 


8.1 


424906 


AI566086 


Hs.153716 


Homo sapiens mRNA (or Hmol)33 protein. 


TM 


8.1 


438202 


AW169287 


Hs^568 


ESTs 


• TM 


8.1 


439759 


A135905S 


Hs.67709 


Homo sapiens mRNA full length insert cDN 


TM 


8.0 


453102 


NM_007197 


Hs.31664 


frizzled (Drosophlta) homolog 10 


TM,Fz,Frizzled 


8.0 


424001 


W67883 


Hs.137476 


K1AA1051 protdn 


TM 


8.0 


442655 


AW027457 


Hs^0323 


ESTs 


TM 


7.8 


445657 


AW612141 


Ks^79575 


ESTs 


7tnul 


7.8 


426320 


W47595 


Ks.169300 


transforming growth factor, beta 2 


SS,T6F^jeta 


7.8 


412170 


D16532 


Hs.73729 


very low density lipoprotein receptor 


TM.WIjBCopLb,EGF 


7.6 


436476 


AA326108 


Hs.53631 


ESTs 


TM 


7.6 


414132 


AI801235 


Hs.48480 


ESTs 


TM 


7.6 


437789 


A]581344 


Hs.127812 


ESTs, Weakly simflar to AF1413281 RNA 


TM 


7.6 


450192 


AA263143 


Ks.24596 


RAD51-interacf!ng protein 


TM 


7.6 


408826 


AF216077 


Hs.48376 


Homo sapiens done HB-2 mRNA sequence 


TM 


7,5 


413627 


BE182082 


Hs.246973 


ESTs 


TM 


7.4 


446293 


A)420213 


Hs.149722 


ESTs 


(JM,homeotxjx 


7.4 


409242 


AL080170 


Hs.51692 


DKFZP434C091 protein 


TM.7tm.1 


7.3 


450262 


AW409872 


Hs.271166 


ESTs. Moderately similar to ALU7_HUMA 


TM 


7.3 


451659 




Hs.14248 


ESTs, WejWy similar to AUJ8_HUMAN A 


TM 


7.3 


444342 


NM-014398 


Hs.10887 


similar to lysosome^ociated membrane g 


TM 


7.2 


429126 


AW172356 


Hs.9g083 


ESTs 


TtriLl 


7.1 


421464 


AA291553 


Hs.190066 


ESTs 


TM 


7.0 


420352 


U79734 


Hs.97206 


hunOnglin Interactbg protein 1 


TM 


7.0 
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444743 


AA045648 


Hs.11817 


nudix (nudsosids diphosphate Imked molet 


TM 


7.0 


415138 


C18356 


Hs.78045 


Gssim (actor pathway [nhibHor 2 TFPI2 


Kunit?.BPn,G-oamma 


&9 


423416 


A1381(Q8 


HsS92B3 


ESTs 


AAA 


6.9 


409178 


BE393948 


Hs^lS 


kanikrc!n5 


SS,trypsin 


6.9 


425905 


AB032959 


Hs.161700 


KIAA1 133 protein 


TM 


6.9 


42B532 


AF157326 


Hs.184786 


TBP-interaclIng pioteln 


TM 


6.9 


433426 


H69125 


Hs.133525 


ESTs 


TM 


6.9 


448674 


W31178 


H3.154140 


ESTs 


TM 


6.8 


432415 


T16971 


HS.2S9014 


ESTs 


TM 


a7 


418203 


X54342 


H5.B3756 


COC28 protBin kinase 2 


TM 


6.6 


438394 


BE379623 


Hs.27e93 


061-124 protein 


projsomerase 


6.6 


452097 


AB002364 


H5.27916 


ADAM-TS3; a dtsintegrin-tike and metal 


Reprolysin 


6.6 


453745 


AA952989 


Hs.63908 


Homo sapiens HSPC316 mRNA, partial cd 


TGFb_propepb'de 


6.6 


423248 


AA380177 


Hs.125845 


ribuiose^S-phosphatd-^^plmerase 


filament 


6.6 


452281 


T93500 


Hs^8792 


ESTs 




as 


424620 


AA101043 


Hs.151254 


kaflUcreln 7 (chymotryptic; stratum comeum 


SS,trypsin 


6.5 


452594 


AU076405 


Hs^9581 


sotuto carrier famDy 26 (sulfata transported 


TM,SuIfate_transp 


6.5 


434149 


Z43629 


Hs.19574 


ESTs, Weakly stmiar to katanin p60 subun 


pkinase,fh3 


6.5 


425776 


U25128 


Hs.159499 


parathyroid hormone receptor 2 


TM.7tmJ 


6.4 


409517 


X90780 


H5.54668 


troponin 1, cardiac 


Y_phosphat3se 


6.4 


432666 


AW204069 


Hs.129250 


ESTs, Weakly slmHar to unnamed protein p 


TM 


6.4 


448706 


AW2gi095 


HsJ1814 


dass 11 cytokine receptor ZCYT0R7 


SS 


6.4 


413582 


AW295647 


Hs.71331 


Homo sapiens cDNA: FU21971 fis. done 


TM 


6.4 


424153 


AA451737 


Hs.141496 


^AAGE-IBte2 


TM 


6.4 


441081 


At584019 


Hs.ie9006 


ESTs, Moderately similar to plakophiSn 2b 


PAX 


6.4 


443539 


AI076182 


Hs.1 34074 


ESTs 


TM 


6.4 


418384 


AW149266 


Hs.25130 


ESTs 


TM 


6.3 


425371 


D49441 


Hs.155981 


mesothelin 


SS 


6.3 


449048 


Z45051 


Hs.22920 


similar to S68401 (catUe) ghicose induced 9 


SS 


6.3 


437117 


AL049256 


Hs.122593 


ESTs 


TM 


6.3 


453370 


A1470523 


HS.1823S6 


ESTs, Moderately similar to transtaBon Inil 


ABC.tran 


6.3 


426514 


BE616633 


Hs.301122 


txsne morphogenetic protein 7 (osteogenk: p 


SSJGF-bela 


6.3 


452904 


AL157581 


Hs.30957 


Homo sapiens mRNA; cONA 0KFZp434E 


TM 


a2 


457030 


AI301740 


Hs.173381 


dihydropyrimldmase-like 2 


TM 


6.2 


436281 


AW411194 


Hs.120051 


ESTs 


TM 


6.1 


415139 


AW975942 


Hs,48524 


ESTs 


TM 


6.1 


449448 


D60730 


Hs.57471 


ESTs 


TM 


6.1 


457979 


AA776655 


Hs^70942 


ESTs 


TM 


6.1 


422667 


L32137 


Hs.1584 


cartilage ortgomeric matrix protein 


SS.EGF,lspJ 


6.0 


421502 


AF111856 


Hs.105039 


solute canler family 34 (sodium phosphate) 


TM 


6.0 


412733 


AA984472 


Hs.74554 


KIAA0080 protein 


C2 


6.0 


422095 


AI868872 


Hs.288966 


ceniloptasrriin (ferroxMase) 


SS 


6.0 


418845 


AA852985 


Hs.89232 


chromotMW homolog 5 (Drosophiia HP1 atp 


Chromo_shadow 


6.0 


410555 


U92&49 


Hs.64311 


a dlsintegrin and metalloproteinase don^ain 


TM,disintegrin,Reprolysin 


5.9 


437099 


N77793 


HS.4B659 


ESTs. Highly similar to LMA1_HUMAN L 


laminIn_EGF 


5.9 


453431 


AF094754 


HSJ2973 


glycine receptor, tuta 
'collagen, type XI, alpha V 


TM,neur_chan 


5.9 


417866 


AW067903 


Hs.82772 


TSPN.Conagen,COLFI 


5.9 


430291 


AV660345 


Hs.238126 


CGI-49 protein 


TM 


5.9 


405547 


#{NOCAT) 




0 


TM,ABC_membrane 


5.9 


435793 


AB037734 


Hs.4993 


ESTs 


TM 


5.8 


440138 


AB033023 


Hs.6982 


hypothetical protein RJ10201 


TM 


5.8 


425154 


NM_001851 


Hs.154850 


collagen, type IX, alpha 1 


SS,CoilaQen,TSPN 


5.7 


419335 


AW960146 


Hs.284137 


Homo sapiens cDNA FU12888 fis. clone N 


TM 


5.7 


452971 


At873878 


Hs,91789 


ESTs 


TM 


5.7 


428927* 


AA441837 


Hs.90250 


ESTs- 


TM 


5.7 


419247 


S6S791 


Hs.89764 


firagite X mental retardation 1 


TM 


5.7 


445640 


AW969626 


Hs.31704 


ESTs, Weakly similar to KtAA0227 [H^ap 


TM 


5.7 


447078 


AW885727 


Hs.301570 


ESTs 


kazal 


5.6 


421247 


BE391727 


Hs.102910 


general transcription factor IIH, polypepfld 


TM 


5.6 


432030 


Aig08400 


Hs.143789 


ESTs 


SS 


5.6 


443270 


NM.004272 


Hs.gi92 


Homer, neuronal immediate early gene, IB 


TM 


5.5 


411096 


U80034 


H5.68583 


mitochondrfal Intermediate pepSdase 


Peptld3se_M3 


5.5 


419558 


AW553679 


HS.27B394 


ESTs 


SS 


5.5 


427386 


AW836261 


Hs,177486 


amyloid beta {A4) precursor protein (protea 


TM 


5.5 


427961 


AW293165 


Hs.143134 


ESTs 


TM 


5.5 


407216 


N91773 


Hs.102267 


tysyl oxidase 


TM 


5.5 


413930 


M86153 


Hs.75618 


RAB1 1A, member RAS oncogene family 


ras.TM 


5.5 


414315 


Z24S78 




gb:HSB65O052 STRATAGENE Human sk 


TM 


5.5 


441645 


AI222279 


Hs,201555 


ESTs 


SS 


5.5 


449318 


AW236021 


Hs.108788 


ESTs, Weakly similar to zeste [D.melanoga 


TM 


6.4 


441433 


AAg33809 


Hs.42746 


ESTs 


TM 


5.4 


445495 


BE622641 


Hs.38489 


ESTs 


LLWEaENTH 


5.4 


410153 


BE311926 


Hs.15830 


Homosa{Mens cONA FIJI 2691 (is, ckine N 


Gyoos.transf 2 


5.4 


442811 


BE0771S5 


Hs.177537 


ESTs 


TM 


5.4 


452401 


NM.007115 


Hs.29352 


tumor necrosis facbr, alpha-induced protein 


XIink,CU3 


5.4 


419948 


AB041035 


Hs.93847 


NADPH oxidase 4 


TM 


5.3 


427718 


AI798660 


Hs^933 


ESTs 


histone 


5.3 


453867 


AI929383 


Hs.108196 ■ 


HSPC037 protein 


TM 


5.3 


408293 


AI745325 


Hs^l923 


ESTs: Moderately simtl? to tOI ALU SUB 


GlycosJransfJ2,DSPc 


5.3 


448543 


AW897741 


Hs^1380 


Homo sapiens mRMA; cDNA DKFZp5B6P 


TM 


&3 


433222 


AW514472 


HSJ38415 


ESTs, Moderately simitar to AlAi8.HUMA 


TM 


S.3 


449532 


W74653 


Hs.271593 


ESTs 


TM 


5.3 


452822 


XBS689 


Hs.288617 


Homo sapiens cDNA: FU22621 fis, done 


TM,EGF,fh3 


5.3 


418379 


AA218940 


Hs.137516 . 


fidgeting 1 


AAA 


S.2 
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416530 


U62801 


Hs.79361 


ksSikrdn 6 fnfiUTQsin Tvmp) 


T^trypsin 


S2 


413384 


NM_000401 


Ks.75334 


exostoses (mulQpte) 2 


MA 


5.2 


445236 


AK001676 


Hs.12457 


hy{)Gttieticsl protein FIJI 0814 


TM 


5.2 


406387 


#{NOCAT) 




0 


protoasome, trypsin 


5.2 


442500 


AI819068 


H5.2Q9122 


ESTs 


SS 


5l2 


450101 


AV649989 


Hs^4385 


Human hbc647 mRNA sequence 


TM 


5.2 


419140 


AI982647 


Hs.215725 


ESTs 


TM 


S2 


417791 


AW985339 


Hs.11 1471 


ESTs 


AldJCan_dh-C 


&1 


437496 


AA452378 


H3.170144 


Homo sapiens ttWA; cDNA DKFZp547J1 


TSPN,Ffll3tB carrier 


5.1 


418849 


AW474547 


HS.53S65 


ESTs, Weakly siniarto B0491.1 {Celegan 


TM 


5.1 


428093 


AW594506 


H$.1 04830 


ESTs 


TM 


5.1 


408621 


Ai970672 


Hs.46638 


chfomosonis 11 open readtOQ frame 8^ feta 


TM 


&1 


418852 


BE537037 


Hs.273294 


hypoUielical prot^ FU20069 


TM 


5.1 


404939 






0 


TM 


5.0 


447020 


T27308 


Hs.16986 


hypolheSc&l protein RJ1 1046 


TM 


5.0 


410824 


AW994813 


H$.332&4 


ESTs 


TM 


5.0 


417423 


AA197341 


H$.111164 


ESTs 


TM 


5.0 


421477 


At904743 


Hs.104650 


hypothetical protein aJ10292 


TM 


5.0 


443555 


N71710 


Hs.21398 


EST s, Moderatsfy similar to GNP1>IUMA 


C^uoosaminajso 


SO 


424539 


102911 


Hs.1 50402 


adMn A receptor, type 1 


SSA^vlnjecp.pkinase 


4.9 


416565 


AW000960 


Hs.44970 


ESTs 


TM 


4.9 


431130 


NM_006103 


Hs.2719 


epldldymls-sped&c; whey^addlc protein ty 


SS 


4.9 


408938 


AA059013 


Hs^7 


ESTs 


TM 


4.9 


436754 


AI061288 


Hs,133437 


ESTs, Modei^tely simSar to gonadotropin i 


TM 


4.9 


409049 


AJ423132 


Hs.146343 


ESTs ^ 


TM 


4.9 


458627 


AW088642 


Hs.97g84 


ESTs; Weakty strnDar to WASP-famlfy pro 


TM 


4.8 


418882 


NM_004996 


Hs.89433 


ATP-tunding cassette, sub-family C (CFTR 


TMiABC membrane 


4.8 


422505 


AL120862 


Hs.124165 


ESTs; {HSA}PAP protein (pn)grammed ce 


TM 


4.8 


428555 


NhL002214 


HS.1B4908 


integrtn, t)eta 8 


SS,tntegrtn B 


4.8 


452909 


NM_015368 


Hs.30985 


pannexin 1 


TM 


4.8 


449535 


W15267 


Hs.23872 


low density lipoprotein receptor-ndated pro 


SS,ldijecepLa,EGF 


4.8 


452232 


AW020603 


Hs.271698 


ESTs 


TM 


4.8 


423161 


AL049227 


Hs.1 24776 


Homo sapiens mRNA; cDNA DKFZp564N 


Cadherin_C_term 


4.7 


426405 


Y00762 


Hs.2266 


cholinergic receptor, nlcotirtfc, alpha polyps 


TM,neur chan 


4.7 


433330 


AW207084 


Hs.1 3281 6 


ESTs 


TM 


4.7 


443933 


AI091631 


Hs.1 35501 


Homo $a[^ns two pore potas^m channst 


TM 


4.7 


440351 


AF030933 


Hs.7179 


RA01 (S. pombe) homotog 


TM 


4.7 


426300 


U15979 


Hs.1 69228 


delta-Hlte homc^og (Drosophila) 


TM,EGF 


4.7 


453775 


NM-002916 


Hs.35120 


repQcallon factor C (activator 1) 4 [37kD) 


AAA,DEAD,helicase C 


4.7 


429944 


R13949 


Hs!226440 


Homo sapiens clone 24881 mRNA sequenc 


TM 


4.7 


434988 


AI418055 


Hs.1 61 160 


ESTs 


TM 


4.6 


406400 


#(NOCAT) 




0 


trypslnJM 


4.6 


428301 


AW&28666 


H5.93440 


ESTs 


TM 


4.6 


446254 


GE1 79829 


Hs.179852 


Homo sapiens cONA RJ12832 fis, done N 


TM 


4.6 


459574 


AI741122 


H3.101810 


Homo sa^ns cONA FU14232 fis, clone N 


TM 


4.6 


409928 


AL137163 


Hs.57549 


hypothetical protein dJ473B4 


TM 


4.6 


435244 


N77221 


Hs.1 87824 


ESTs 


pkin3Se,fri3 


4.6 


404996 


*^[NOCAT) 




0 


pBpbdase.CI 


4.6 


407905 


AW1 03655 


Hs.252905 


ESTs 


SSiEphrin 


4.6 


441675 


AI314329 


Hs.5461 


ESTs 


TM 


4.6 


420276 


AA2g0938 


Hs.ig0561 


ESTs, Highly dmilar to mosaic protein LR1 


TM,fh3,Idl recepLa 


4.5 


422529 


AW015128 


Hs.256703 


ESTs 


TM 


4.5 


438018 


AK001160 


Hs.5999 


hypothetical protem FU 10298 


TM 


4.5 


457465 


AW301344 


Hs.1 95969 


ESTs 


Pribosyltran 


4.5 


418848 


A)820961 


Hs.1 93465 


ESTs 


TM.pkise 


4,5 


447499 


AW262560 


Hs.147674 


K1AA1621 protein 


TM 


4.5 


432731 


R31178 


Hs.267820 


fit)ronectin 1 


SS 


4.5 


434699 


AA643687 


Hs.149425 


Homo sapiens cDNA FLI1 1980 fis, done H 


Nucleoside trai2 


4.4 


427528 


AU077143 


Hs.179565 


minichromosome maintenance deScient (S. 


TM 


4.4 


409092 


A1735283 


Hs.172608 


ESTs 


TM 


4.4 


451389 


M73222 


Hs.21738 


KIAA1008 protein 


TM 


4.4 


453331 


AI240665 


Hs.8895 


ESTs 


TM 


4.4 


448133 


AA723157 


Hs.73769 


kHsiB receptor 1 (adult) 


TM 


4.4 


429597 


NM.003616 


Hs.2442 


a dlsintegrin and metaOoproteinase domain 


TM 


4.4 


453279 


AW893940 


HS.S9698 


ESTs 


TM 


4.4 


409459 


D86407 


Hs.54481 


low density tipoprolsin receptor-fBlated pro 


TM,E6FJdl recepLa 


4.4 


431708 


AI698136 


Hs!l08873 


ESTs 


TM 


4.4 


433906 


A)167816 


Hs.43355 


ESTs 


TM 


4.4 


441423 


AI793299 


Hs,l 26877 


ESTs 


TM 


4.4 


446770 


AV660309 


Hs.1 54986 


ESTs, Weakly similar to AF1 373% 1 plasm 


TM 


4.3 


412078 


X69699 


Hs.73149 


paired txix gene 8 


TM 


4.3 


423123 


NW_012247 


Hs.1 24027 


SEL£NOPHOSPHATE SYNTHETASE ; H 


AIRS 


4.3 


448390 


AL035414 


K5!21068 


hypotheftcat protdn 


TM 


4.3 


453628 


AW243307 


Hs.170187 


ESTs 


TM 


4.3 


452367 


U71207 


H5.29279 


eyes absent (Drosophila] homolog 2 


TM 


4.3 


413775 


AW409934 


Hs.75528 


mfdeolar GTPase 


MMRJISRI 


4.3 


451S92 


A1605416 


Hs^l3897 


ESTs 


TM 


4.3 


419311 


AA689591 




gb3iv66a12.s1 NCLCGAP.GCai Homos 


TM 


4.2 


452943 


BE247449 


H5.31082 


hypothetical prot^ FU10525 


TM 


4.2 


428679 


AA43176S 




abzw80c03.s1 Soare3_tesfis_NHT Homo s 


TM 


4.2 


436209 


AW850417 


Hs.254020 


ESTs, Moder^ely similar to unnamed prote 


TM 


4.2 


406076 


AL390179 


Hs.137011 


Homo sapiens mRNA; cDNA DKFZp547P 


TM 


4.2 


428919 


AL135623 


Hs.193914 


K1AA0575 gene product 


TM 


4.2 


406671 


AA129547 


Hs.285754 . 


met protcHmcogene (hepatocyte growth fac 


F-acCa„cap_A 


4.2 
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431750 


AA5U986 


Hs^OS 


ESTs 


TM 


4.2 


449554 


AA682382 


Hs^982 


ESTs 


TM 


4.2 


409073 


AA063458 




gb2f71a07j1 S03re3j»ineal_flIand_N3HP 


SEA 


4.1 


433929 


A1375499 


Hs^7379 


ESTs 


TM 


4.1 


415457 


AW081710 


Hs.7369 


ESTs, WeaWy similar to ALULHUMAN A 


TM 


4.1 


444381 


BE387335 


Hs^13 


ESTs 


TM 


4.1 


415539 


AI733881 


Hs.72472 


BMPR-lb; bone morphogenefic protein rec 


TM 


4.1 


421515 


Y11339 


HS.10S3S2 


GalNAc aitpha-2. &-$^tJ3nsfdr3S8 1, long 


TM 


4.1 


453293 


AA382267 


Hs.10653 


ESTs 


TM 


4.1 


409564 


AA045657 


Hs.54943 


fracture callus 1 (rat) homolog 


TM 


4.1 


42982B 


K09604 


H3.13268 


ESTs 


TM 


4.1 


440452 


A192S136 


HS.5S150 


ESTs. WeaMy simOar to CAYP,HUMAN 


TM 


4.1 


443695 


AW204099 


Hs.112759 


ESTs, Weakly sbnitar to AF126780 1 reOna 


TM 


4.1 


425322 


U63630 


H5.155637 


proteki kinase; DNA-scGvated; catalytic po 


TM 


4.1 


417300 


AI755227 


Hs.556t0 


sohits carrier famOy 30 (zinc transporter), m 


TM 


4.1 


417389 


BE260964 


Ks.82045 


Mtdlane (neurtte growth-promoting factor 2 


SS.TM 


4.1 


452834 


AI638627 


Hs.105685 


ESTs 


kinesin 


4.1 


428771 


AB028992 


Hs.193143 


KIAA1069 protein 


PW>LO.X.R-PLC-Y 


4.0 


412314 


AA825247 


Hs.250899 


heat shock factor binding protein 1 


TM 


4.0 


436291 


8E568452 


H5.5101 


ESTs; Htghfy slmOar to proletn regula&ng c 


TM 


4.0 


450654 


AJ245Sa7 


Hs.25275 


Kruppef-type zinc finger protein 


KRAB 


4.0 


409365 


AA702376 


Hs.226440 


Horno sapiens done 24881 mRNAsequenc 


TM 


4.0 


413374 


NM.O01O34 


Hs.75319 


ribonucleotide reductase M2 potypepOde 


rfbonucjBd 


4.0 


417655 


AA7807gi 


Hs.14014 


ESTs, Weakly sinuiar b KIAA0973 protein 


TM 


4.0 


445941 


At267371 


Hs.172636 


ESTs 


TM,lectin_c 


4.0 


M1134 


W29092 


Hs.7678 


cellular retlnoic acid-binding protein 1 


lipocafin 


4.0 


411630 


U42349 


Hs.71119 


Putative prostate cancer tsmr suppressor 


TM 


4.0 


418301 


AW9762Q1 


Hs.187618 


ESTs 


TM 


4.0 


411945 


AL033527 


Hs.92137 


v-niyc avian myelocytomatosls viral oncog 


TGF-beta.Myc_N_term 


4.0 


408684 


R61377 


Hs.12727 


hypotheUcal protein FU21610 


TM 


4.0 


414869 


AA157291 


Hs.72163 


ESTs 


TM 


4.0 


420281 


A1623693 


Hs.191533 


ESTs 


CaOon^efilux 


3.9 


416658 


•U03272 


Hs.79432 


fibrillin 2 (congenital contractural arachnod 


EGF.TB 


3.9 


411274 


NM_002776 


Hs.69423 


kailikneinIO 


trypsin.TM 


3.9 


437222 


AL117588 


Hs.299g63 


ESTs 


TM 


3.9 


431958 


X63629 


Hs.2877 


Cadiierin 3, P-cadherin (ptacentat) 


TM.cadherin, 


3.9 


430634 


AI860651 


Hs.26685 


ESTs 


TM 


3.9 


415716 


N5g294 


Hs.301141 


Homo sapiens cDKA FU1 1689 fis, done H 


NAPJamily 


3.9 


420179 


N74530 


Hs.21168 


ESTs 


TM 


3.8 


451250 


AA491275 


Hs.236940 


Homo sapiens cDNA FLJ12542 fis, done N 


TM 


3.6 


429496 


AA453800 


Hs.192793 


ESTs 


TM 


3.8 


421764 


AI681535 


Hs.99342 


ESTs. Weakly similar to KCC1,HUMAN C 


TM 


3.8 


447197 


R36075 




gb^hSSbOUl Soares placenta Nb2HP Horn 


TM.SDF 


3.8 


422939 


AW394055 


Hs.98427 


ESTs 


TM 


3.8 


414737 


A)160386 


Hs.125087 


ESTs 


TM 


3.8 


411773 


NM_006799 


Hs.72026 


protease, serine, 21 (testisin) 


SS.trypsin 


3.8 


425247 


NM_005940 


HS.15S324 


matrix metaDoprotelnase 1 1 (stromelysin 3) 


SS,Peptidase_M10 


3.7 


424433 


H04607 


Hs.9218 


ESTs 


TM 


3.7 


431646 


GE019924 


Hs.271580 


UroplakinIB 


TM,transmembrane4 


3.7 


407792 


AI07771S 


Hs^9384 


putative secreted Dgand homologous to ^1 


SS 


3.7 


417531 


NM_003157 


Hs.1087 


serine/threonine kinase 2 


pkise.pkin3se 


3.7 


434836 


AA651629 


Hs.1 18088 


ESTs 


TM 


3.7 


439810 


AL109710 


Hs.8556a 


EST 


TM 


3.7 


418693 


AI7S0878 


Hs.87409 


thrombospondin 1 


SS.EGF.TSPN 


3.7 


407864 


AF069291 


Hs.40539 


chromosome 8 open reading frame 1 


TM 


3.7 


436304 


AA339622 


Hs.108887 


ESTs 


TM 


3.7 


452259 


AA317439 


Hs^8707 


signal sequence receptor, gamma (transtooo 


TM 


3.7 


453468 


W00712 


Hs^2990 


DKFZP566F084 protein 


TM 


3,6 


428943 


AW085180 


Hs^7636 


ESTs, Weakly similar to KIAA1392 proletn 


TM 


3.6 


411402 


BE297855 


Hs.69855 


NRAS^ated gene 


CSD,ra3.CSD 


3.6 


425176 


AW01S644 


Hs^01430 


ESTs, Moderately similar to TEF1_HUMA 


TM 


3.6 


400296 


AA305627 


Hs.139336 


ATP-blnding cassette; sub-family C (CFTR 


ABC.lran 


3.6 


407340 


AA810168 


Hs^32119 


ESTs 


TM 


3.6 


418524 


AA30O576 


Hs.85769 


acidic 82 kOa protein mRNA 


TM 


3.6 


438279 


AA80S166 


Hs.165165 


ESTs. Moderately slmflar to ALU8.HUMA 


TM 


3.6 


439453 


BE264974 


Hs.6566 


thyroid hormone receptor Interactor 13 


AAA,AAA 


3.6 


441111 


AI806887 


Hs.126594 


ESTs 


■ TM 


3.6 


451806 


NM-003729 


Hs^7076 


RNA 3'-temiinal phosphate cyclase 


TM 


3.6 


409542 


AA5a3020 


HS36563 


ESTs 


RibosomaI_S8 


3.6 


425441 


AA449644 


HS.1930S3 


Homo sapiens cONA FU14201 fis. ctone N 


Ae_lrans 


3.6 


428137 


AA421792 


Hs.170999 


ESTs 


AAA 


3.6 


433692 


AI80S88O 


Hs^8675 


ESTs. Weakly similar to neuronal thread pr 


TM 


3.6 


438689 


AW129261 


Hs.250565 


ESTs 


TM 


3.6 


443341 


AW631480 


HS.B688 


ESTs 


TM 


3.6 


446261 


AA313893 


Hs.13399 


hypotheScal pretein FU 1 261 5 s!n^ to m 


ATP-synLD.PH 


3.6 


414343 


ALJ038166 


Hs-75914 


coated vratele membrane protein 


TM 


3,5 


414812 


X72755 


Hs.77367 


monokine Induced by gamma interferon 


SS,it^ 


3.5 


410361 


eE391804 


Ks.62661 


guanylate btnding protein t. Interferon^ndu 


TM 


3,5 


415786 


AW419196 


HS757924 


ESTs 


TM 


3.5 


427177 


AB006537 


Hs.173880 


tnteiteukin 1 receptor accessory protein 


TM.ig 


3.5 


427687 


AW003867 


Hs.112403 


ESTs 


7tnLl 


3.5 


444619 


BE538082 


HSJ172 


ESTs 


TM 


3.5 


447336 


AW139383 


Hs^45437 


ESTs 


AhpC-TSA 


3.5 


412519 


AA19S241 


Hs.73980 . 


troponin T1, skeletal, slow 


TM 


3.5 
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418792 


ABO37S05 


Hs.88442 


KIAA1384 protein 


TM 


3.5 


408031 


AA081395 


Hs.42173 


Homo saptens cONA FU10366 fis. done N 


TM 


3.5 


416B92 


L24498 


Hs.80409 


growth arrsst and ONA-damag&^nducibla, 


TM 


3.5 


418793 


AW382987 


Hs,88474 


piostaglandin^operoxlde synthase 1 (pro 


EGF 


3.5 


448089 


AI467945 


Hs.173698 


ESTs 


SS 


3.5 


422278 


AF072873 


Hs.1 14218 


EST8 


TM,Fz,FfizzIed 


3.5 


442133 


AW87413B 


Hs.129017 


ESTs 


TM 


3.5 


410308 


AA1216e6 


Ks.10592 


ESTs 


GTP EFTU 


3.5 


452198 


A1097560 


Hs.61210 


ESTs 


TM 


3.5 


408730 


AV660717 


Hs.47144 


DKFZP588N0819 protein 


pkinase 


3.4 


43648B 


BE620909 


Hs^l023 


hypothstical protein FU20958 


TM 


3.4 


409745 


AAfl77391 




gb:7B14E12 Chromosome 7 Fetal Brain cD 


TM 


3.4 


445870 


AW410053 


Hs.13406 


syntaxinie 


TM 


3.4 


451743 


AW074266 


Hi23071 


ESTs 


TM 


3.4 


407846 


AA426202 


Hs.40403 


Cbp/p300^nteracling tiansactrvator, with G 


TM 


3.4 


432350 


NM.005865 


Ks.274407 


pR^e, serine, 16 (thynnis) 


SS 


3.4 


412848 


AA121514 


Hs.70832 


ESTs 


TM 


3.4 


413625 


AW4S1103 


Hs.71371 


ESTs 


filament 


3.4 


417801 


AA4173B3 


Hs.82582 


integrin, bela^ 1 (with EGF-iDce repeat d 


SS 


3.4 


422972 


N59319 


Hs.145404 


ESTs 


TM 


3.4 


429170 


NM_001394 


Hs.2359 


dual specificity phosphatase 4; MAPkinas 


DSPcRhodanese 


3.4 


450377 


AB0330gi 


Hs^4936 


ESTs 


TM 


3.4 


443475 


A1066470 


Hs.134482 


. ESTs 


TM 


3.4 


419452 


U33635 


Hs.90572 


PTK7 protein tyrosine kinase 7 


TM.pkise,ig.SRF-TF 


3.4 


409744 


AW575258 


Hs.56265 


Komo saiiiens mRNA; cDNA OKF2p588P 


TM 


3.4 


422789 


AK001113 


Hs.120842 


hypothetical protein FU10251 


TM 


3.4 


404440 


#{NOCAT) 




0 


TM,neur_chan 


3.4 


417412 


X16696 


Hs.82112 


interteukini receptor, type 1 


SS.TIR,lg 


3.4 


411828 


AW161449 


Hs.72290 


wingless^e MMTV Integration sHa fam! 


wnt 


3.4 


417177 


NM04458 


Hs.81452 


fatty-acid-Coenzyme A tigase, lonQhchain 4 


SS 


3.4 


421013 


M62397 


Hs.1345 


mutated In cotorecta! cancers 


TM 


3.4 


427072 


H38046 




gb7p56c10j1 Soares fetal liver spleen INF 


f^bosomai_L22e 


3.4 


433703 


AA210863 


Hs.3532 


nemo-like kinase 


pkinase 


3.4 


434294 


AJ271379 


Hs.21175 


ESTs 


TM 


3.4 


444188 


At393165 


Hs.19175 


ESTs 


TM 


3.4 


446109 


N67953 


Hs.1 45920 


ESTs 


TM 


3.4 


400881 






0 


Asparagln3se_2 


3.3 


450236 


AW162998 


Hs.24684 


K1AA1376 protein 


TM 


3.3 


418836 


AI655499 


Hs.161712 


ESTs 


TM 


3.3 


437951 


T34530 


Ks.4210 


Homo sapiens cDNA FU13069 fis, dom N 


TM 


3.3 


446896 


T15767 


Hs.22452 


Homo sapiens cDNA: FU21084 (is, done 


TM 


3,3 


430687 


BE274217 


Hs.249247 


heterogeneous nudear protein similar to rat 


rrni 


3.3 


410060 


NM_001448 


Hs.5e367 


glypican-4 


SS 


3.3 


419546 


AA244199 




gb:nc06c05.s1 Na_CGAP_Pr1 Homosapi 


TM 


3.3 


429609 


AF002246 


Hs.210863 


cell adhesion molecule with homology to L 


TM.fn3,ig 


3.3 


413289 


AA12B061 


H5.1 14992 


ESTs 


TM 


3.3 


440006 


AK000517 


Hs.6844 


hypothetical protein FU20510 


TM 


3.3 


401435 


#(NOCAT>- 




0 


TM 


3.3 


420072 


AW961196 


Hs.207725 


ESTs 


TM 


3.3 


421426 


AA2gt101 


Hs.33020 


Homo sapiens cDNA FIJ20434 fis, done K - 


TM 


3.3 


425851 


NM-001490 


Hs.159642 


glucosandny) (N-acetyt) transferase 1, core 


SS 


3.3 


443295 


AI049783 


H5.2412B4 


ESTs 


TM 


3.2 


453116 


AI276680 


Hs.146086 


ESTs 


Ribosomal_l-5_C 


3.2 


456546 


A1690321 


Hs.203845 


ESTs, Weakly similar to TWIK*reiated acid 


TM 


3.2 


430016 


NM>004736 


Hs.227656 


xenotropic and pofytioplc retrovirus recepto 


TM 


3.2 


418281 


U09550 


Hs.1154 


oviductal giyxprotein 1, 120kO [mucin 9, 


asp,Glyco_hydro_18 


3.2 


433800 


AI034361 


Hs.135150 


lung type-t cell membrane-assodated gtyoo 


TM 


3.2 


425159 


NWL004341 


Hs.154868 


carbsmoyt-phosphate synthetase 2, aspartat 


TM 


3.2 


428882 


AA436915 


Hs.131748 


ESTs, Moderately sim0ar to AUJ7_HUMA 


ca(b_anhydrase 


3.2 


409533 


AW969543 


Hs.21291 


mltogen-adhrated pretain kinase kinase kin 


TM 


3.2 


411248 


AA551S38 


H5.69321 


KIAA1359 protein 


TM 


3.2 


421379 


Y15221 


Hs.103982 


small tndudbte cytokine subfamily B (Cys- 


SS,IU 


3.2 


430259 


BE550182 


Hs.127826 


RalGEF-like protein 3, mouse homotog 


TM 


3.2 


414945 


BE076358 


Hs.77667 


lymphocyte antigen 6 complex, k}cus E 


SS 


3.2 


444471 


AB0206B4 


Hs.1 1217 


K1AA0877 protein 


TM 


3.2 


421674 


T10707 


Hs.298355 


neuronal PAS domain protein 2 


Ribosomal.Ule 


3,2 


434163 


AW974720 


Ks,25206 


ESTs 


TM 


3.2 


421991 


NM_014918 


Hs.1 10468 


KlAA09gO protein 


SS 


3.2^ 


409569 


AW439900 


Hs.256914 


ESTs 


TM 


3.2 


414147 


BE091634 




gb:IL2-BT0731-24040(M)69<»3 BT0731 


TM 


3.2 


414861 


T97401 


Hs^l929 


ESTs 


TM 


3.2 


437537 


AA758974 


Hs,121417 


ESTs, \Ate^ similar to unnamed protein p 


TM 


3,2 


439702 


AW085525 


H5.134182 


ESTs 


A2M 


3.1 


420552 


AK000492 


Hs.96806 


hypothetical protein 


TM 


3.1 


441028 


A1333660 


Hs.17558 


ESTs 


ICE_p20,CARO 


3.1 


425264 


AA353953 


Hs.20369 


ESTs. Weakly slniaar to gonadotrc^ indu 


TM 


3.1 


422109 


S7326S 


Hs.1473 


gastrirweleasing peptide 


SS.Bombesin 


3.1 


441859 


AW194364 


Hs.1 28022 


ESTs, Weakly similar to RG1 MOUSE FIG 


TM 


3.1 


415451 


H19415 


Hs^68720 


ESTs, Moderately sImHar to ALULHUMA 


SSiEphrin 


3.1 


447866 


AW444754 


HS.211S17 


ESTs 


homeobox 


3.1 


419978 


NM_001454 


H3.93974 


fbrkheadboxJI 


ForVLhead 


3.1 


446219 


At287344 


Hs.149827 


ESTs 


MiP 


3.1 


448428 


AF282874 


Hs.21201 


necSn 3; DKFZP56660&46 protein 


TM,^ 


3.1 


407615 


AW7530a5 




gb:PM1-CT0247.15129WK»^03 CT0247 


TM 


3.1 



209 



wo 02/102235 



PCT/US02/19297 



410518 


AW976443 




ESTs 


RasGEF.PH,RhoGEF 


11 


418336 


Ar7&5805 


Hs^6691 


ESTs 




3Ll 


427655 


R612S3 


Hs.33265 


ESTs 


TUi 


3.1 


429272 


W2S140 


Hs.1 10667 


ESTs 


TM 


11 


450171 


AL1 33661 


Hs^4563 


hypothetical protein OKFZp434C0326 


TM 


3.1 


414774 


X02419 


Hs.77274 


ptasndru^en acflvatty, urc^asa 


SS(kringle,tTyp5in 


3.1 


422363 


T55379 


H5.1 15474 


repOcalbn factor C (activator 1) 3 (38kD) 


TM 


3.1 


420052 


AW411036 


K3^765 


hypotheticat pm^ LOC571 63 


JU 


3.1 


428638 


AA852773 


Hs.297939 


ESTs; Wealdy sifnBar to neogenin ^^apie 


TM 


11 


427Q51 


BE178110 


Hs.1 73374 


ESTs 


TM 


11 


428242 


HS5709 


Hs.2250 


leukemia Inhiblta7 factor (cholinergic tt 


SS 


11 


452306 


BE207039 


Hs.75621 


serine (or cysteine) protdnase InhOiltcv, da 


TM 


11 


429419 


A8023226 


Hs.202276 


K1AA1009 protein 


TM 


11 


417517 


AFD01176 


Hs.82238 


P0P4 (processing of precursor , S. cerevtsia 


TM 


11 


408137 


#(NCX^T) 




0 


TM 


11 


424800 


AL035588 


Hs. 153203 


MyoO fem2y Inhibitor 


TM 


11 


410252 


AW^1182 


Hs.61418 


mtcroSirillar-associated proton 1 


TM 


11 


420332 


AI242330 


Hs.97393 


KIAA0328 protein 


SS 


11 


423629 


AWQ21173 


Hs.18612 


Homo sapiens cDNA: FLJ21909 (is. done 


voUage.aCCBS 


11 


423334 


063078 


Hs.186180 


Homo sapiens cONA: FIJ23038 lis, clone 


Glyoo_hydro_2 


11 


443802 


AW301804 


Hs.23384 


hypothetical protein FLJ20147 


TM 


11 


450506 


NM04460 


Hs.418 


Gbrotilast acttvafion protein; alpha 


SS,Peplidase_S9 


10 


433849 


BE4658&4 


Hs.280728 


ESTs 


TM 


10 


411984 


NM.005419 


HS.723S8 


signal transducer and activator of transcript 


SH2.STAT 


10 


422530 


AW972300 


Hs.118110 


bone marcgw stromal cell antigen 2 


TM 


10 


422128 


AW881145 




gb:QV0OT003W)10400.182-307 OT0033 


TM 


10 


409757 


NM_0018g8 


Hs.123114 


cystatlnSN 


SS.cystatin 


10 


418727 


AA227609 


Hs.94834 


ESTs 


TM 


10 


422244 


Y08690 


Hs.1 13503 


ksvyopherin (Irnportin) beta 3 


TM 


3.0 


456844 


A1264155 


Hs.15^81 


COP-diacylgtycerol synthase (phosphatidat 


TM 


3.0 


432358 


A1093491 


Hs,72830 


ESTs 


SS 


3.0 


416896 


AI752862 


Hs.5638 


KIAA1572 protein 


BTB 


3.0 


447312 


A1434345 


Hs .36908 


activ^ng banscription factor 1 


TM 


3.0 


445021 


AK002025 


Hs.12251 


Homo sapiens cONA FU 1 1 1 63 lis, done P 


TM 


3.0 


422611 


AA158177 


Hs.1 18722 


fucosyllransferase 8 (alpha (1,6) fucosylUan 


SS 


10 


453597 


BE281130 


Hs.33713 


myoinositol l*pho$phate synfiiase Al 


TM 


3.0 


401197 


#{NOCAT) 




0 


arf,Ets 


10 


403000 


BE247275 


Hs.151787 


U5 snRNP-Spedtic protein, 1 16 kD 


TM 


3.0 


410008 


AA073552 




gb:zm20h12^1 Stratagene panaeas (93720 


TM,FGW 


3.0 


413268 


AU)39079 


Hs,75256 


regulator of G-protein signalling 1 


RGS 


3.0 


414060 


AA135257 


Hs.47783 


ESTs, Weakly simitar to T12540 hypotheti 


TM 


3.0 


426862 


AA333103 


Hs.97365 


ESTs 


TM 


10 


427651 


AW405731 


Hs.18498 


Homo sapiens cDNA FU 12277 lis, done M 


TM 


10 


433444 


A1277652 


HS.54S78 


ESTs 


TM 


3.0 


433001 


AF217513 


Hs.279905 


done HQ0310PRO0310p1 


TM 


10 


444895 


AI674363 


Hs.301192 


EST cluster (not in UnlGene) 


TM.ASC 


10 


441962 


AW372542 


Hs.283008 


Homo sapiens cONA: FLJ21814 fis, done 


TM 


3.0 


414725 


AA769791 


Hs. 120355 


Homo sapiens cDNA FLJ13148 fts, done N 


TM,7tm_1 


10 


434241 


AF119913 


Hs.283507 


hypothetical protein PRO3077 


SS 


10 


424962 


NM-01226d 


H3!l53954 


TRAM-tike protein 


TM 


10 


411987 


AA375975 


Hs.183380 


ESTs, Moderately similar to ALU7_HUMA 


TM 


10 


421977 


W94197 


Hs.110165 


n'bosomd protein 126 homotog 


TM 


10 


436481 


AA379597 


Hs.5199 


HSPC150 protein similar to ubiquilirKon|u 


TM 


10 


407872 


AB039723 


Hs.40735 


frizzled (Orosophita) homolog 3 


TM,7tm_2.Fz.Frizzled 


10 


442577 


AA292998 


Hs.163900 


ESTs 


TM 


3.0 


416120 


H46739 




gb7o14h02.8l Soares adult brain N2b5H65 


TM 


10 


443775 


AF2gi664 


Hs.204732 


matrix metailoproteinase 26 


TM,Peptid3se_M10.7tm_t 


10 


414664 


AA587775 


HS.6629S 


Homo sapiens HSPC31 1 mRNA. parDat cd 


TM 


10 


457590 


A1612809 


Hs.5378 


spondin 1, (f-spondin) extracellular matrix 


SS 


10 


418346 


Af798841 


Hs.132103 


ESTs 


TM 


10 


457940 


AL3601S9 


Hs.30445 


Homo sapiens mRNA fuU length insert cON 


THSPRy.71nLl 


10 



TABLE 15B: 

Pksy: Unique Eos probeset identilier number 
CAT number Genedusternumber 
Accession: Genbank accession numbers 



Pkey 


CAT Number 


Accession 


407615 


1005404^1 


AW753085 AW753082 AW054744 AW753107 AW753087 


409073 


109851.1 


AA063458 AA063016 AI444822 


403745 


115237 1 


AA077331 AI347618 AI361453 AI088754 AW207431 AW360312 AA321874 AA286833 AA150722 BE152353 AW1 88822 BE152450 


410008 


116812.1 


AA073552 6E142525 BE142527 


414147 


142127.-1 


eE091634 


414315 


14351i.l 


224878 AA434038F13654AM34040AA143127 - 


416120 


1571266.1 


H46739H51513H19779 


413311 


183733 1 


AASSgsSl AW374261 AA236240A1077451 AA631393AW974262 


419546 


185766.1 


AA244199AA244272 H57440 


422128 


211394 1 


AW631 145 AA4S0718 M85637 AA304575 T06067 AA331391 


427072 


274684 1 


K38046 W69645 AA397868 H38047 


428673 


294043 1 


AA431765AA432015 


438993 


467651 1 


AAS2S995 AA&34879 AI32&361 


447197 


711623,1 


R36075AJ386546R36167 



210 



wo 02/102235 



PCTAJS02/19297 



TABLE 15C: 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence sourca The 7 dloll numbers in this column are Genbank Identifier (G!) numbers. 'Dunham I e! al.' refers to the puWIcafion entiOed Tlie DNA sequence of 

human chrontosome 2T Dunham, et al (1939) Nature 402:489-495 
Strand: Indicates OKA strand from which exons were predicted 
Ntjxjsition: Indicates nucleotide positions of predteted exons 



Pkey 


Ref 


Strand 


NLposItion 


400681 


2842777 


Minus 


9144&-91603.92123-92265 


401197 


9719705 


Rus 


17534M 76452 


401435 


8217934 


Minus' 


54508-55233 


404440 


75280S1 


Rus 


60430^1581 


404939 


6862697 


Rus 


175318-175476 


404996 


6007890 


Rus 


37999^145,38552-389g8,39727^M72.40557-40674.4235M2450 


405547 


1054740 


Rus 


124361-124520.124914-125050 


406137 


9166422 


Minus 


30487^1058 


406367 


9256126 


Minus 


58313-58489 


406400 


9256298 


Rus 


1553-1712,1878-2140,4252-4385.5922-6077 



Table 16A lists about 92 genes up-regulated in mudnous-t/pe ovanan cancer compared to norma) adult tissues. These wore selected as for Table 14A. except that the 
'average* ovaifan cancer level was set to the 75th percentile amongst vartous mucinous-type ovarian cancers, and the tumor/normal tissue ratio was greater than or equal to Z5. 

TABLE 16A: ABOUT 92 UP-REGUUTED GENES. MUCINOUS OVARIAN CANCER VERSUS NORMAL AOaT TISSUES 

Pkey: Primekey 

Ex.Accn: Exemplar Accession 

UGID: UnlGenelD 

Title: UnlGenetHie 

ProLDomj Predicted pmtein domain structure 
ratio: ratto tumor vs. nomnal tissues 



Pkey 


Ex. Accn 


UGID 


Title 


ProL Dom. 


ratio 


430691 


C14187 


Hs.103538 


ESTs 




34.9 


432938 


T27013 


Hs.3132 


steroidogenk! acute regulatory protein 


START 


28.0 


418007 


Ml 3509 


Hs.63169 


MaMx rnfitaCcproteasD 1 (interstitial ootlag 


SS,Pepttd3se_M10 


22.3 


451181 


AI796330 


Hs .207461 


ESTs 




10.8 


452838 


U65011 


Hs,30743 


PreferenUally expressed antigen in melanom 




10.0 


407638 


AJ404672 


Hs.288693 


EST 




9.3 


450159 


AI702416 


Hs.200771 


ESTs, Weakly similar to CAN^HUMAN 




9.2 


426890 


AA3931S7 


l^s.41294 


ESTs' 




9.1 


421155 


H87879 


Hs.l 02267- 


tysyl oxidase 


SS,Lysyl oxklase 


8.9 


437099 


N77793 


Hs!48659 


ESTs. Highly similar to 1^1 HUMAN L 


lamininJEGF 


7.6 


453866 


AW29l49a 


Hs.250557 


ESTs 




7.6 


435496 


AW840171 


Hs.265398 


ESTs. Weakly similar to transformatton-rel 




7.4 


418738 


AW386633 


Hs.6682 


solute carrier family 7, member 1 1 




7.2 


431956 


AK002032 


Hs,272245 


Horn sapiens cDNA FLI1 1 170 fis, done P 


RA 


7.0 


449579 


AW207260 


Hs.134014 


prostate cancer associated protein 6 




6,7 


424566 


NM_003401 


HS.1S0930 


X-ray repair complementing defedh/e repa 




6.7 


445891 


AW391342 


Hs.ig9460 


ESTs 




&2 


424717 


H03754 


Hs.152213 


wingless-type MMTV tnlegralton site fami 


wnt 


6.1 


452705 


H49805 


Hs,246005 


ESTs 




6.1 


421285 


Nl\^000t02 


Hs.1353 


cytochrome P450, subfamily XVII (stendd 


TM.p450 


5.5 


406562 


AI436323 


Hs.31141 


Homo sapiens mRNA for K1AA1568 pnste 




5.3 


420159 


AI5724gO 


Hs.99785 


ESTs 




5.3 


451105 


AI761324 




gb:wi60b1lJt1 Na_CGAP_Co 16 Homos 




5.2 


409049 


Al4231d2 


Ks.146343 


ESTs 




5.0 


448674 


W31178 


Hs.154140 


ESTs 


TM 


5.0 


423811 


AW299598 


HS.S0895 


homeoboxC4 




4.9 


427469 


AA4O3084 


Hs.269347 


ESTs 




4.9 


447033 


AI357412 


Hs.157601 


EST -not In UniGene 


PH 


4.9 


424433 


H04607 


Hs.g218 


ESTs 




4.9 


448811 


AI590371 


Hs.174759 


ESTs 


TM 


4.8 


444330 


AI597655 


Hs.49265 


ESTs 




4.8 


409041 


AB033025 


Hs.50081 


KIAA1 199 protein 




4.7 


418735 


N45769 


Hs.44609 


ESTs 




4.5 


416661 


AA634543 


Hs.79440 


IGF-ll mRNArbinding protein 3 


KH-domain 


4.5 


430073 


U86136 


Hs.232070 


teiomerase-assodated protein 1 


WD40 


4.4 


407881 


AW072003 


Hs.40968 


heparan sulfate (glucosamine} 3-0-sulfotran 


SS 


4.4 


422260 


AA315993 


Hs.105484 


ESTs; WeaWy 6ti«lar to UTKOSTATHIN 




4.4 


421110 


AJ2S0717 


H3.1355 


cathepstnE 


SS.3SP 


4.3 


445576 


A1247763 


Hs.16928 


ESTs 




4.2 


430704 


AW813091 




gb:RC3^T01 85-240400.11 1-d07 ST01B6 


E(dmerase 


3.8 


414569 


AF109298 


Hs.1 18258 


Prostate cancer assodated protein 1 


TM 


3.6 


438078 


AI0163n 


Hs.131693 


ESTs 




3.7 


434032 


AW009951 


Hs.206892 


ESTs 




3.7 


44K57 


AW612141 


Hs^79575 


ESTs 


7tnu1 


3.6 


439759 


AU59055 


Hs,67709 


Homo sapiens mRNA full length insert cON 




3.5 


455666 


BE065813 




gb:RC2-eTO31&-1l010O^12-a08BTO318 




3.5 


448844 


AI5815t9 


Hs,177164 


ESTs 




3.5 


449046 


Z45051 


Hs.22920 


similar to S68401 (cattle) gtucosa Induced g 


SS 


3.5 


438018 


AK001160 


Hs.5999 


hypoUietica] protein FL110298 


TM 


3.4 


458123 


AW892676 




gb:CM^N0004-2B0300-131<12 NN0004 




3.4 


407385 


AA610150 


Hs.272072 


ESTs. Moderately stmOar to ALjU7.HUMA 




14 


424894 


H83520 


Hs.153678 


reproduction 6 


SS.U3X 


3.3 



211 



wo 02/102235 



PCT/US02/19297 



424639 


At917494 


Hs. 131 329 


ESTs 




3.3 


414083 


AL1212a2 


HS.2S7786 


ESTs 




3.2 


426471 


M22440 


Hs.170009 


transUvnting growth factor, alpha 


SS,EGF 


3.2 


428927 


AA441637 


Ks.90250 


ESTs 




ai 


406129 


#(NOCAT) 




0 


TM,cNMP_binding 


3.1 


452699 


AW295390 


Hs.213062 


ESTs 




3.1 


425842 


A1587490 


HS.159&23 


NK-2(DrosophQa)homologB 


homeotiox 


3.1 


428976 


A1037B24 


Hs.1 94695 


ras homdog gene Mly, member I 


ras 


3.1 


438396 


AI683487 


Hs^112 


Homo sap»fis cDNA FU11441 fis, ctone H 


wnl 


3.0 


454077 


AC0059S2 


Hs.37062 


lnsuIu)-Gka3{LjeydigceI0 


SS,tnsuIin,p)unase 


3-0 


404253 


*f(NOCAT) 




0 


histone 


ZB 


452461 


N78223 


Hs.108106 


franscriplbn factor 


G9a.PHD 


Z9 


429597 


NM.003816 


Hs.2442 


a (ftshtegrin and metdloproteinase doman 


TM 


2.9 


413289 


AA128061 


Hs.114992 


ESTs 




Z9 


429703 


T93154 


H3.28705 


ESTs 




29 


407B29 


AA0450d4 


Hs.29725 


Homo sapiens cDNA FU13197 fis, clone N 




2.8 


424796 


AW298244 


Hs.293507 


ESTs 




2.8 


424Q86 


At35l010 


Hs.102267 


tysyloiddase - 


LysyLoxidase 


2.8 


408427 


AW194270 


Hs.177236 


ESTs 




2.7 


450375 


AA0Q9647 


Ks.8850 


a disintegrin and melalbproteinase domain 




n 


446999 


AA151520 


Hs.279525 


hypothetica) protein PRO2605 




17 


428819 


ALl 35623 


Hs.193914 


KtAA0575 gene product 




2.7 


422956 


BE&45072 


Hs.1 22579 


ESTs 




2.7 


428949 


AA4421S3 


Hs.104744 


ESTs, Weakly slmSar to AF208855 1 BM^ 




Z1 


426300 


U15979 


Hs.169228 


deltas homolog prosophfla) 


TM,EGF 


Z6 


420380 


AA640891 


K3.1 02406 


ESTs 




2.6 


426651 


AF19647B 


Ks.188401 


annexln A10 


TM,anne»n 


2.6 


417849 


AW291587 


Hs.82733 


Nidogen2 


EGF.ldLrecepLb 


2.6 


453700 


AB009426 


Hs.560 


apotipopfotein 8 mRNA editing enzyme, ca 


TM . 


2.6 


417975 


AA641836 


Hs.30085 


Homo sapiens c[)NA: aJ23186 fis, done 




16 


448756 


AI739241 


Hs.171480 


ESTs 




2.6 


425087 


R62424 


Hs.126059 


ESTs 




Z5 


444153 


AK001610 


Hs.10414 


hypothetical protein FU10748 


Keich 


2.5 


443211 


A]12838d 


Hs.143655 


ESTs 




Z5 


415263 


AA948033 


Hs.130653 


ESTs 


hislone 


IS 


432867 


AW016936 


Hs.233364 


ESTs 


GSHPx 


ts 


438639 


AI278360 


Hs.31409 


ESTs 




2.5 


455386 


AW935675 




gb:QV3-DT0019-120100O5M06 DT00t9 




Z5 


419092 


J05581 


Hs.e9603 


mucin 1, Iransmemljrane 


TM,SEA 


2.5 


452055 


AI377431 


Hs.293772 


ESTs 




Z5 



TABLE 168: 

Pkey: Unique Eos probeset Identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey CAT Number Accession 

430704 322217.1 AWB13091 AW206655AA484440 

451105 859083_1 AI761324AW880941 AW880937 

455386 1287756 1 AWg35875BE069116BE160251 

455666 1 349545 1 BE065813 BE065788 BE065869 BE065832 

458123 47994^1 AW892676 AA853877 D44747 

TABLE 16C: 

Pkey: Unique number con^pondlng to an Eos probeset 

Ref; Sequence source. The 7 digit numbers b this column are Genbank Identifier (Gl) numbers. 'Dunham 1. et d.' refers b the pubficafion entitled "The DMA sequence of 

human chromosome 22* Dunham, et a). (1999) Nature 40Z489^95 
Strand: Indicates ONA strand from which exons were predicted 
Ntj)osition: Indicates nucleotide positions of predteted exons 

PKay Ref Strand Ntj)Qsilion 

404253 9367202 Minus 55675-56055 
40S129 9160131 Pius 2567-3056 



Table 17A lists about 1 83 genes ujHegulated In endomelrfdd-type ovarian cancer compared to nomial adult tissues. These were selected as for Table 14A, except that the 
'average' ovarian cancer level was set to the 75th pKcenlBe amongst various endometrtoid-iype ovarian cancers, and the tumorfnormal tissue ratio was greater than or equal to 
Z5. 

TABLE 17A: ABOUT 183 UP-REGULATED GENES. ENDOMETRIOID OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

Ex.Aocn: Exemplar Accesston 

UGia UniGenelD 

Ttfle: UniGene title 

ProL Dom.: Predk:ted protein domains 
ratkj: ratbhunor vs. normal Qssue 



Pkey EjLAccn UGID Title ProL Dom. ratio 

452B38 U65011 HsJ0743 Preferentially expressed antigen in melanom 38.9 

435094 AI560129 Hs.277523 EST 28.8 

428153 AW513143 Hs.9S367 hypolheOcd) protein FU222S2 similar to SR 24.1 

428187 AI687303 H3i8552g ESTs 23.9 

449034 At624049 gb:te41a09j(l Na_CGAP_Ut1 Homosapl 19.9 

453102 NM-007197 Hs.31664 frizzled (DrosopNta)homoh>g 10 TM,Fz.Fdzzled 15.7 
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412925 


AI089319 


Hs.179243 


ESTs 




15.7 


438817 


AI023799 


Hs.1 63242 


ESTs 




13.6 


447033 


A1357412 


Hs.1 57601 


EST.nottnUniGene 


PH 


13.5 


433222 


AW514472 


Hs.238415 


ESTs, ModefHtely to ALUSJtUMA 




13.1 


422956 


BE545072 


H3.122579 


ESTs 




12.9 


450451 


AW591528 


Hs.202072 


ESTs 




11.9 


453984 


A1961488 


Hs.1 2744 


ESTs 


homeobox 


11.5 


442438 


AA99599d 




gb:os26b03^1 NO CGAP.KldS Homo sa 




11.4 


431989 


AW972870 


Hs.291069 


ESTs 


SS 


10.3 


413823 


AA825721 


Hs.246973 


ESTs 




9.7 


440S01 


AAg09358 


Hs.128612 


ESTs 




9.6 


416661 


AA634543 


Hs.79440 


IGF-n mR^^A-btm^Ing protein 3 


KH-domaIn 


g.6 


421476 


AI683243 


Hs.97258 


ESTs 




9.3 


448706 


AW291095 


Ks.21814 


ctass 11 cytokine receptor ZCYT0R7 


SS,TissueJec 


g.2 


410566 


AA373210 


Hs.43047 


Homo sapiens cOHA FU13585 fis, ctone P 




8.7 


438993 


AA828995 




Integrin; beta 8 


SS.intsgr1n B 


a7 


427121 


AI272815 


Hs.173656 


K1AA0941 protein 


CI 


8.4 


420610 


AI6B3183 


Hs.99348 


distaMess homeo box 5 


homeobox 


ai 


427356 


AW0234d2 


Hs.97849 


ESTs 




8.0 


446577 


AB040933 


Hs.15420 


KtAAISOO protein 




8.0 


431118 


BE2&4901 


Hs.250502 


carbonic anhydraseVIll 


carb.anhydrase 


7.5 


448112 


AW245919 


Hs.301018 


ESTs, WeaWy similar to AUJB_HUMAN 




6.g 


451106 


6E382701 


Hs.25g60 


N-myc 


HLH,Myc_N_lerm 


6.6 


449433 


AI672096 


Hs.9012 


ESTs' 




6.3 


453922 


AF053306 


Hs.36708 


budding unfnhlblted by benzlmldazotes 1 (y 




6.3 


434636 


AA083764 


Hs.241334 


ESTs 




6.1 


453688 


AW381270 


Hs.194110 


Homo sapiens mRNA; cONA DKFZp434C 




5.9 


422805 


AA436989 


Hs.121017 


H2A hlstone famOy; member A 


histone 


5.8 


400232 


AA250737 


Hs.72472 


BMPR-lb; bone morphogBTvellc protein rec 




5.7 


443179 


AI928402 


Hs.6933 


Homo sapiens cDNA FU 12684 fis, ctone N 




5.6 


418134 


AA397769 


Hs.86617 


ESTs 




5.5 


452249 


BE394412 


Hs.61252 


ESTs 


homeobox 


5.5 


409269 


AA576953 


Hs.22972 


Homo sapiens cONA FU13352 fis, ctone 0 


TM,UPF0016 


5.5 


413335 


AI613318 


Hs.48442 


ESTs 




5.4 


441081 


AI584019 


Hs.169006 


ESTs, Moderately simOar to plakoptiSin 2b 


PAX 


5.4 


428029 


H05840 


Hs.293071 


ESTs 




5.3 


419183 


U60669 


Hs.89663 


cytochrome P450, subfamily XXIV (vitami 


p450 


5.3 


409094 


AW337237 




gbxtf82f01jc1 Na_CGAP_pan1 Homosa 




5.2 


432938 


T27013 


Hs.3132 


sterotdogenic acute regulatory protein 


START 


5.1 


410102 


AW248508 


Hs.279727 


ESTs; 


SS 


5.1 


447835 


AW591623 


Hs.164129 


ESTs 




5.1 


438202 


AW169287 


Hs.22588 


ESTs 




5.0 


423992 


AW898292 


Hs.137206 


Horn sapiens mRNA: cONA OKFZp564H 




5.0 


425905 


AB032959 


Hs.161700 


K1AA1 133 protein 


TM 


5.0 


452461 


N78223 


Hs.108106 


transcrtptton factor 


G9a.PHD 


4.9 


430691 


C14187 


Hs.103538 


ESTs 




4.8 


441675 


AI914329 


Hs.5461 


ESTs 




4.7 


425695 


NM^C05401 


Hs.159238 


protein tyrosine phosptiatase, non-receptor 


Baod_41 ,Y_phosphalase 


4,6 


440340 


AWB95503 


Hs.125276 


ESTs 




4.5 


428579 


NWL005756 Hs.1 84942 


G protein-coupled receptor 64 


TM 


4.5 


444783 


AK001468 


Hs.62180 


ESTs 


PH 


4.4 


451459 


AI797515 


Hs.270560 


ESTs. Moderately similar to AIU7_HUMA 




4.4 


413395 


AI266507 


Hs.145689 


ESTs 




4.3 


415263 


AA948033 


Hs.130853 


ESTs 


hlstone 


4.2 


41398B 


M81883 


Hs.75668 


gtutamato decarboxylase 1 (brain. 67kO) 


pyridoxd.deC 


4.2 


452030 


AL137578 


H5.27607 


Homo sapiens n;RNA; cOMA OKFZp564N 




4.1 


418852 


BE537037 


Hs.273294 


hypothetical protein aJ200&9 




4.1 


446431 


R45552 


H3.153486 


ESTs 




4.1 


434891 


AA814309 


Hs.123583 


ESTs 




4.0 


415139 


AW975942 


Hs.48524 


ESTs 


G-patch 


4.0 


453197 


Aigi6269 


Hs.109057 


ESTs, WeaWy similar to ALU5_HUMAN A 




4.0 


447112 


H17800 


Hs.7154 


ESTs 




a9 


420633 


NM-014581 


Hs.99526 


odorant-binding protein 2B 


TM,GpocaDn 


3.9 


459574 


AI741122 


Hs.101810 


Homo sapiens cOI^ FU14232 fis. ctone N 




3.9 


415138 


CI 8356 


Hs.78045 


tissue factor pathway Inhibitor 2 TFPI2 


Kunitz^BPTI.G-gamma 


3.9 


414083 


AL121282 


Hs.257786 


ESTs 




3.7 


442006 


AW975183 


Hs.292663 


ESTs 




3.7 


409731 


AA12S985 


Hs.56145 


Siymosin, beta, identified in neuroblastoma 


Thymosin 


17 


424906 


AI566086 


Hs.153716 


Homo sapiens mRNA for htoiob33 protein, 




17 


455662 


NM.002448 Hs.1494 


tnsh (OrcKSOphBa) homeo box homotog 1 (to 


homeobox 


3.7 


429125 


AA446854 


Hs.271004 


ESTs 




3.6 


435538 


AB011540 


Hs.4g30 


tow density lipoprotein rece^^-r^ated pro 




3.6 


458361 


AI630223 




gb:ad06g08j1 Pronferaflng Erythroid Cells 


PHD 


3.5 


418506 


AA084248 


Hs.85339 


G protein-coupled receptor 39 




3.5 


423123 


NM12247 Hs.124027 


SELfNOPHOSPHATE SYNTHETASE * H 


AIRS^MRS 


3.4 


437950 


A1869586 


H3222194 


ESTs 




U 


400298 


AA032279 


Ks.61635 


STEAP1 


TM 


3.4 


407162 


N63855 


Ks.142634 


zinc finger pmtein 




14 


408621 


A1970672 


Hs.46638 


chrDmosome 11 open reading firame 8: feta 




13 


445829 


A1452457 


Hs.145526 


ESTs 




13 


450262 


AW409872 


Hs.271166 


ESTs. Moderately similar to AtU7_HUMA 




13 


457979 


AA776655 


Hs.270942 


ESTs 


TM 


13 


402608 


mocM) 








12 


426471 


M22440 


H3.170009 . 


transforming growth tetor, alptia 
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430294 


A1538226 


Hs.135184 


446027 


A1458437 


Hs.1 77224 


432619 


AW29t722 


Hs.2785% 


413627 


BE16^2 


Hs^4S973 


441377 


BE2ie239 


Hs^26S6 


441085 


AW138551 


HS.18124S 


433527 


AW235613 


Hs.133020 


450171 


A1133661 


Hs.24583 


419807 


R77402 




418867 


D31771 


Hs.89404 


419335 


AWg60146 


Hs.284137 


450480 


X82125 


H5.2S040 


420149 


AA255920 


HS.8809S 


413415 


AAB23282 


Hs.34969 


438966 


AW979074 




431041 


AA490g67 


Hs.1 05276 


415245 


N59650 ' 


Ks.27252 


412140 


AA219691 


Ks.73625 


431707 


R21326 


Hs.267905 


448816 


AB033052 


HS.221S1 


447866 


AW444754 


Hs^11517 


450221 


AA32ei02 


Hs.24641 


406997 


U07807 


Hs.194762 


433426 


H69125 


Hs.133525 


420440 


NM_002407 


Hs,97644 


420181 


At380Q89 


Hs.1 58951 


458627 


AW088642 


Hs.97984 


452055 


AI377431 


Hs.293772 


429663 


M66874 


Hs.2115e7 


415125 


AF061198 


Hs.301941 


412708 


R26&30 


Hs.106137 


451389 


N73222 


Hs.21738 


423337 


m 004655 


Hs.1 27337 


435185 


AA669490 


Hs.289109 


428054 


AI948688 


Hs.266619 


448243 


AW369771 


Hs.77496 


425723 


NM_014420 


Hs.159311 


432415 


T16971 


Ms.289014 


414747 


U30872 


Hs.77204 


400195 






449874 


AA13S688 


Hs.10083 


452367 


U71207 


Hs.29279 


428093 


AW594506 


H5.104830 


409640 


U78722 


Hs.55481 


424169 


AA336399 


Hs.1 53797 


409638 


AW450420 


Hs.21335 


440048 


AA897461 


H8.158469 


426890 


AA393167 


Hs.41294 


452771 


T05477 




422505 


AL1 20862 


Hs.1 241 65 


416624 


H69044 




445870 


AW410053 


Hs.13406 


441962 


AW972542 


Hs^8g008 


447342 


AI199268 


Hs.19322 


421247 


BE391727 


Hs.102910 


419752 


AA249573 


Hs.152618 


410658 


AW105231 


Hs.192035 


437698 


R61837 


Hs.7990 


458027 


L49054 


Hs.85195 


438689 


AW129261 


H5.250565 


439876 


AI376278 


Hs.100921 


428479 


y00272 


Hs.184572 


436408 


AW105723 


H5.12S346 


437938 


AI950087 




419917 


AA32X68 


Hs.93701 


434836 


AA651629 


Hs.118088 


448404 


BE08g973 




444078 


BE2469ig 


Hs,10290 


409757 


NM_001898 Hs.123114 


443775 


AF291664 


H8.204732 


427961 


AW293165 


Ks.143134 


426668 


AW136934 


Ks.97162 


424717 


H03754 


Hs.152213 


434669 


AF151534 


Hs.92023 


417389 


BE26(B64 


Hs.82045 


451009 


AA013140 


Hs.1 15707 


429774 


AI522215 


H3.50883 


439951 


AI347067 


Hs.124636 


417576 


AA339449 


Hs.82285 


416806 


NM.000288 H&.7S993 


420900 


AL045533 


Hs.44269 


457030 


AI301740 


Hs,173381 


459583 


AI907673 




440670 


AI687284 


Hs.150539 



ESTs 
ESTs 

retated to the N terminus of tre 

ESTs 

ESTs 

Homo sapiens cONA FU12532 fis, ctone N 
ESTs 

hypothetical protein DKFZp434C0326 

gb:yf75f1U1 Soares placenta Nb2KP Horn 

msh (Drosophila) homeo box homolog 2 

Homo sapiens cONA FU1288e (is, done N 

zinc finger protein 239 

ESTs 

ESTs 

gb:EST3gi 184 MAGE resequences, MAGP 

ESTs 

ESTs 

RAB5 interacting, Idnesin-tike (rabkine5ln6 
hypothetical protein FU10422 
KIAA1226 protein 
ESTs 

cytoskeleton associated protein 2 
Human metaliothionein IV (^iV) gene, c 
ESTs' 

mamraigiobin 2 
ESTs 

ESTs; Woaldy similar to WASP-fan\iiy pro 
ESTs 

Kumars phosphatidylcholine 2-acythyclrol3S 
Homo sapiens mRNA for norepinephrine tr 
ESTs 

KiAA1008 protein 

axin 2 (conductin. axil) 

dimelhylarglnine dimethylaminohydrolase 

ESTs 

ESTs 

dickkopf (Xenopus laevts) homolog 4 
ESTs 

centromere protein F (350/400kO, mitosln) 
0 

ESTs 

eyes absent (Drosophila) homolog 2 
ESTs 

zinc finger protein 165 

ESTs 

ESTs 

ESTs, Weakly similar to envetope protein [ 
ESTs 

gb£ST03366 Fetal brain, Stratagene (cat93 
ESTs; (HSA]PAP protein (programmed ce 
gb7r77h05.s1 Soares fistal Over spleen 1 t^F 
syntaxin 18 

Homo sapiens cDNA: FIJ21814 fis, ctone 

ESTs; Weakly similar to llll ALU SUBFAM 

general transcription factor IIH, potypept'd 

ESTs 

ESTs 

ESTs 

ESTs, Highly similar to tt3;5Kq25.1 ;p34) f 
ESTs 

ESTs, Weakly simflar to ALU7_HUMAN A 
cell division cyde 2. G1 to S and G2 to M 
ESTs 

ESTs; Weakly similar to Gag-Pol potyprote 
Homo sapiens mRNA; cDNA DKFZp434E 
ESTs 

gb:RC6-BT0709-3103004)21-G07 BT0709 
US snRNP-spedfk: 40 kDa protein (hPrp8- 
cystaOn SN 

matrix metaUoproteinase 26 

ESTs 

ESTs 

wingtess-type MMTV integralbn site (ami 

core hlstone macroH2A2.2 

Midkine [neutite growth-pmnwUng factor 2 

ESTs 

ESTs 

ESTs 

phosphonlxisylgtyclnamlde formyltransfBra 
peioidsomal Oogenesis factor 7 
ESTs 

dhydropyrimidinase-like 2 
gb:IL-8TlS2-08039»}04 BT152 Homo sa 
Homo sapiens cONA FU13793 fts, ctone T 
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polyprenyLsynl 


3.2 




3.2 


TBC 


3.2 




3.2 




3.2 




3.2 




3.2 


TM 


3.2 




3.1 


homeobox 


3.1 




3.1 


zf-C2H2 


3.1 




3.1 




3.1 




3.1 


Oxysterol_BP 


3.1 




3.0 


kinesin 


3.0 




3.0 




3.0 


homeobox 


3.0 




3.0 




3.0 


TM 


3.0 


Uteroglobin 


3.0 




3.0 




ZB 




2.9 


C2,PIA2LB 


2.9 


TM.SNF 


2.9 


TM,7tnu2.Rho_GDI 


2.9 




2.9 


DIX.RGS 


29 




Z9 




2.9 




2.9 


SS 


2.9 




2.9 




zg 




Z9 




2.8 


Hydrolase 


2.8 




2.8 


TM.rf-C2H2,SCAN 


2,8 


mito_carr 


2.8 




2.8 




2.8 




2.8 




26 




ze 


zf-C3HG4 


28 


TM 


27 




27 




27 




27 




27 




27 




27 




27 




27 


SCAN 


2.7 


pklnase 


27 




27 




27 




27 




27 




27 


WD40 


27 


SS,cystatin 


26 


TM.Peptid3se_M10,7tm_l 


26 




26 




2.6 


wnt 


26 


histoneA1pp,OUF27 


26 


SS,TM.PTN.MK 


26 




26 


pkinase 


26 


TM 


2.6 


A]RS,fbrmyUr3n$f 


25 


W040 


25 


AId_Xan_dh_C 


25 


Dihydroorolase 


25 




25 


PAX. 


25 



wo 02/102235 
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446693 
407289 
400882 
431322 
424081 
451996 
403381 
413488 
418882 



AW750373 Hs.42315 

AA13S159 Ks.203349 

AW97C622 

NM.0064t3 Ks.13gi20 

AW514021 Hs.245510 
#(NOCAT) 

AA316241 Hs.90691 

NM-00499S Hs,89433 



Komo sairiens cONA FU 13036 fis. ctone N 
Homo sapfens cONA FU12149 fis, done M 
0 

eb:EST382704 MAGE resequences. MAGK 

ribonudeasePpOkD) 

ESTs 

0 

nucteophosmin/nucteoptasmin 3 
ATP-binding cassslla, subfamily C (CF7R 



TM 



TM^Cjnembrane 



Z5 
ZS 
Z5 
Z5 

ts 

Z5 
2.5 
2.5 
2.5 



TABIHITB: 

Pkey: Unique Eos probesetkJenQlier number 
CAT number Gene duster number 
Acoessbn: Genbank accession numbers 

Pkey CAT Number Accession 

409094 1099611J AW337237 AW861642AW881655AW858008 AW857990 AW858007 

416624 1604694.1 H69044 T47567 H75691 T50292 

419807 188252_1 R77402AA262462AA2509d8R06794 

431322 331543 1 AW970622AAS030D9AA5Q2998AA502989AA502805 T92188 

437938 44573 J A1950087 N70208 R97040 N36809 AI3081 IS AW967677 N35320 AI251473 H59397 AW971573 R97278 W010S9 AW967671 AA908538 AA251875 
AI820501 Atd20532Wd7891 T85904 U71456 T62391 BE328571 175102 R34725AA684922BE32851 7 AI219788AA8B4444 N92578F1 3493 
AA927794 A1560251 AW874068 AL134043 AW235363 AA663345 AW008282 AA4869&4 AA283144 AlSSOSa? A1950344 AI741346 A]68g062 
AA282915 AW102898 AI87'2193 AI763273 AW173586 AW150329 AI653832 AI762688 AA988777 AA488892 AI356394 AW103813 AI539642 
AA642789 AAB56975 AW5Q5512 AI961530 AW629970 BE612861 AW276997 AW513601 AW512843 AA044209 AW856538 AA180009 AA337499 
AW961 1 01 AA251 669 AA251 874 A18ig225 AW205B62 AI683338 A1858509 AW275905 AI533006 AA972S84 AA908741 AW072629 AW51 3996 
AA293273 AAS69759 N75628 N22388 H84729 H60052 Tg2487 A1022058 AA780419 AA551 005 W60701 AW61 3456 A1373032 AI564269 F00531 
H83468 W37181 W78802 R66056 AI002839 R67840 AA300207 AW959581 T63226 F04005 
467436.1 AW979074 AA834841 AA828650 
467651.1 AA828995 AA834879 A1926361 
442438 542459_1 AA995998 AI916584 R61781 T77332 F07756 F08149 R)7647 
448404 761515.1 BE089973AI498612AW805032 
449034 794817J AI624049AW1 17770 AI858360 
452771 930983.1 T05477 T07855AI917711 
456861 798085 1 AI630223 AI630470 



TABLE 17C; 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. Tbe 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunliam I. et a!.' refers to the publication entitled The DMA sequence of 

human chmmosome 22* Dunham, et al. (1999) Nature 402:489^95 
Strand: Indicates DMA strand from which exons wore predicted 
NLposilion: Indicates nudeottde positbns of predicted exons 

Pkey Ref Strand NLposilion 

400882 2842777 Minus 110431-110708 

402606 9909429 Minus 81747-82094 

403381 9433267 Minus 26009-26178 



Table 18 lists lists 178 genes up-regulated in ovarian cancer compared to normal adult tissues that are likely to encode pretelns that are secreted into bbod, lymph, or other 
bodily fluids. These genes, and/or their protein products, in oombmation or alone, are Meal candidates for the early diagnosis of ovarian cancer. These were selected from 
59680 probesets on 6ie Af^metrtx/Eos Hu03 GeneChtp an^ such that the ratio of 'average* ovarian cancer to 'average' nonnal adult tissues was greater than or equal to 2.4, 
and that are likely to encode secreted or extracellularly-shed proteins. The 'average* ovarian cancer level was set to the 30th percentile amongst various ovarian cancer 
samples. The 'average* normal adutt tissue level was set to the 90th percentile amongst various non-malignant tissues. In order to rennove gene-specific background levels of 
non-spedfic hybridization, the 15th percentile vahie amongst various 149 non-mallgnant tissues was subtracted from both the numerator and the denominator before the ratio 
was evaluated. 

TABIE 18: ABOUT 178 UP-KEGULATED GENES ENCODING SECRETED PROTEINS, OVARIAN CANCER VERSUS NORMAL ADULT TISSUES 

Pkey: Primekey 

Ex.Accn: Exemplar Accesston 

UGIO: UnlGenelD 

Titla* UniGenetiae 



ratio: ratio tumor vs. nonnd tissues 






Pkey 


Ex.Accn 


UGIO 


Title 


ratio 


428579 


NM.005756 Hs.184942 


G protein-coupled receptor 64 


30i 


436982 


AB018305 


Hs.5378 


spondin 1, (f-spondin) extracellular mat 


29.4 


427585 


D31152 


Hs.179723 


cdlagen; type X; alpha 1 (Schmkl metaph 


27.0 


423739 


AA338155 


Hs.97600 


ESTs 


2Z7 


418007 


M13509 


Hs.83169 


Matrix metaHoprotsase 1 (interstitial c 


20.6 


438993 


M737B0 


Hs.52620 


integrin; beta 8 


16.7 


428664 


AK001666 


Hs.183095 


stmBar to SALL1 (sal (Drosophi]a}-like 


16.5 


433820 


AU60204 


Hs.263853 


Homo sapiens mRNA full length insert cON 


16.5 


400289 


X07620 


Hs.2258 


Matrix MetaOoproteinase 10 (Stromotysin 


16.2 


421155 


H87879 


Hs.102267 


lysyt oxidase 


16.1 


431989 


AW972870 


Hs.29106g 


ESTs 


15.9 


426835 


6E395109 


Hs.129327 


ESTs 


15.9 


424581 


M62062 


Hs.150917 


catenln (cadherin-assodated protein}, a 


15.7 


428976 


Alj037e24 


Hs.ig4695 


ras homdog gene family, member 1 


15.1 


416209 


AA236776 


H3.79078 


MA02 (mitotic arrest defident. yeast, h 


15.0 


439706 


AW872527 


Hs.59761 


ESTs 


14.7 


452055 


AI377431 


Hs.293772 


ESTs 


13.2 


410102 


AW24B508 


Hs.279727 


ESTs; 


12i 


428392 


H10233 


HS.22S5 


.secretory granule, neuroendocrine protet 


12.4 
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402G06 AA434329 Hs.36563 hypothetical protein FU224 18 11.5 

443715 AI583167 Hs.970O cycIinEI 10.7 

433498 AF064254 Ks.49765 Vli^S-HI protein 10.6 

418801 AA279430 Ks.86388 caimegtn 10.3 

5 4092S9 AA576953 Hs.22972 Homo sapiens cONA RJ13352 fis. 10.1 

445537 AJ245871 Ks.12844 EGF-Qk&^Jomatn; muIBpte 6 9.9 

427344 NM.O0C869 Hs.2142 Wiydroxytryptamlne (serotonin) receptiir 9.7 

428479 Y00272 Hs.184572 cefl divfslon cyde 2. G1 to S and G2 to 9.7 

429782 NM_005754 H3.220589 Ras4JTPas&«llvaQng protein SHMomaln 9.5 

10 412140 AA219691 Hs.73625 RAB6 interacting, kinesbvae (ratiWnes 9.4 

407881 AW072003 Hs.40g68 heparan sutrate (glucosamine) 3^utfot 9.4 

435509 A14S8679 Hs.181915 ESTs 9.3 

408908 BE296227 Hs.48915 serineAhreonine kinase 15 9.0 

433764 AW753876 Hs.39982 ESTs 9.0 

15 445413 AA151342 Hs.12677 CG1.147protdn a7 

438078 AI016377 Hs.131693 ESTs 8.6 

447342 Alig9268 H3.19322 ESTs; Weakly simHar to UUAIJUSUBFA ai 

415138 C18356 Hs.78045 tissue factor pathway inhibitor 2 TFP12 7.7 
418478 U38945 Hs.1174 cycfifrdependent Wnase Inhibitor 2A (tne 7.5 

20 426320 W47595 Hs.169300 transtaing growth fxtor. beta 2 7.5 

424001 W67883 H3.137476 KIAA1051 protein 7.4 

458861 NM.007358 Hs.31016 DIW-BINDING PROTEIN M96 7.3 

425465 L16954 Hs.1904 protein kinase C; bta 7.2 

^_ 425776 U25128 Hs.159499 parathyroid hormone receptor 2 7.1 

25 424620 AA101043 Hs.151254 katEkrein 7 (c^tryptic; stratum com 7.0 

409178 BE333948 Hs.50915 kailikrelnS 6.8 

433159 AB035698 Hs.1505e7 klnesbvSke protein 2 6.6 

410530 M25609 Hs.54173 ESTs, Highly similar to VABl 6.S 

449048 Z45051 Hs.22920 similar to S68401 (catlie) glucose tnduc 6.5 

30 422095 A1868872 Hs.288986 cenibplasmin (ferroxidase) 6.4 

425371 D49441 Hs.155981 mesothelm 6.4 

448706 AW291095 Hs.21B14 dass II cytokine receptor ZCYT0R7 6.4 

441081 AI584019 Hs.169006 ESTs, Moderately sNiar to plakophilln 6.4 

^. 447207 AA442233 Hs.t7731 hypothetical protein FU 12892 6.3 

35 420440 NM 002407 Hs.97644 mammagIobin2 6.2 

457030 AI301740 Hs.173381 dihydropyrimldlnase-like 2 6.2 

415139 AW975942 Hs.48524 ESTs 6.1 
440870 AI687284 Hs.150539 Homo sapiens cDNAFUl 3793 tis.ctoneTH 6.0 
417866 AW087903 Hs.82772 'collagen, type XI, alpha 1' 6.0 

40 437950 A1669586 Hs.222194 ESTs 6.0 

410555 U9^9 Hsj64311 adisintegrtnandmetattoproieinasedoma 5,9 

433447 U29195 Hs.3281 neuronal pentraxin II 5.9 

437099 N77793 Hs.48659 ESTs, Highly similar to LWA1 5.9 

427510 Z47542 Hs.l79312 small nuclear RNA activating complex, po 5.9 

45 422857 L32137 H3.1584 cartilage ollgomeric matrix protein 5.8 

444478 W07318 Hs.240 M-phase phosphopratein 1 5.7 

445640 AW969626 Hs.31704 ESTs, WeaHy similar to KiAA0227 (H.sapi 5.7 

453775 NM_002916 Hs.35120 replication factor C (activator 1)4^7 5.6 

419917 AA320068 Hs.93701 Homo sapiens mRMA; d3NADKFZp434E232 5.6 

50 424539 L02911 Hs.150402 acBvIn A receptor, type I 5.5 

441645 AI222279 - Hs.201555 ESTs 5.5 

424345 AK001380 Hs.145479 Homo sapiens cDNAFU10518fi$. done NT 5.4 

426514 8E616633 Hs.301122 bone morphogenetic protein 7 (osteogenk: 5.4 

425154 NM.001851 Hs.l54850 collagen, type IX alpha 1 5.4 

55 416530 U62801 HsJ9361 katfikrefai 6 (neurosin. zyme) 5.3 

445236 AK001676 Hs.12457 hypothetical protein FU 1081 4 5.2 

4S2930 AW1952a5 Hs.194097 ESTs 5.2 

431130 NM-006103 Hs,2719 epididymls^pedfic; whey-addlc protein 5.1 

411571 AA122393 Hs.70811 hypotheUcal protein FU2051 6 5.1 

60 432156 W33165 Hs.55548 ESTs, Weakly similar to unknown prot^ 5.0 

447020 T27308 Hs.l6386 hypothetical protein FU 11 046 5.0 

443268 AI800271 Hs.l29445 hypothetical protein FU 12496 4.9 

448133 AA723157 Hs.73769 folate receptor 1 (adult) 4.9 

418882 NM_004996 Hs.89433 ATP-Wncflng cassette, sub-famlIyC(CFTR 4.8 

65 428555 NM_002214 Hs.l84908 integrin, beta 8 4.8 

427528 AU077143 H3.179565 minichromosomemalntenatwe deficient (S. 4.7 

406400 AA343629 Hs.104570 kaHikreln 8 (neuropsln/ovasin) 4.7 

439024 R96696 Hs.35538 ESTs 4.6 

426300 U15979 Hs.169228 deltafte homolog (Orosophila) 4.6 

70 448027 AI458437 H3.177224 ESTs 4.6 

404996 NM_001333 Hsi7417 CathepsInL2 4.6 

443933 AI091631 Hs.135501 ESTs 4.5 

409459 D86407 Hs.54481 tow density lipoprotein receptor-related 4.4 

414747 U30872 Hs.77204 centromere protein F(35W400kD,ntttosin 4.3 

75 423123 NM.012247 Hs.124027 SELENOPHOSPHATE SYNTHETASE 4.3 

448275 BE514434 Hs.20830 synaptk; Ras GTPase activating protein 1 4.2 

419926 AW900992 HS.937S6 DKFZP586D2223 protein 4.1 

420736 A1263022 H6.82204 ESTs 4.1 

419790 U79250 Hs.93201 glyoeroW-phosphale dehydrogenase 2 (nrii 4.1 

80 414343 ALD35168 Hs.75914 coated vesida membrane protein 4.0 

450654 AJ245587 Hs.25275 Kruppel-typo zinc finger protein 4.0 

445808 AV655234 Hs.298083 ESTs 3.9 

417389 BE260964 Hs.82045 NGdKine(neuntagrowliH)romotingfactv 3.9 

425247 NM_005940 Hs.155324 matrix rnetaSoproteinase 11 (stromelysin 3.8 
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430&34 


AI860651 


Hs.26685 


ESTs 


3.8 


431846 


BE019924 


Hs^71580 


Uroptakin IB 


17 


416658 


U03272 


Hs.79432 


fibrillin 2 (oongenils! contracture ara 


3.7 


407792 


AI077715 


Hs.33384 


put3&v8 secreted figand hotnologous to f 


17 


420585 


AWS05139 


Hs^79844 


hypothetical prptefn FLJ10033 


3.7 


407756 


AA116021 


HS38260 


ut^uilin specific protease 18 
proteasOi senno* 21 ^esttstn) 


3.6 


411773 


NM-006799 Hs.72Q26 


16 


421928 


AFQ1375R 




potysdenylate bindinQ proteifHntsractln 


15 


431958 


X63629 


Hs^877 


Cadherin 3| P-cadherin (placertfal) 


15 


410467 






dachshuiKl (Drosof^ila) homotog 


15 


416793 




ns.o(W/*» 


prostaQlandin-endoperoxide synthase 1 (p 


IS 


422278 


MTUffOr J 


ns.ii*t*io 


ESTs 


15 


431840 


AA534908 


Hs^660 


POU (fotnatn, class 5, transcripSon facto 


14 


408730 


AV660717 


Hs.47144 


DKFZP586N0819 prolan 


14 


419452 


U33635 


Hs.90572 


PTK7 protein tyrosine Idnase 7 


13 


421841 


AAg08197 


Hs.108850 


t<IAA0936 protein 


13 


439854 


AI720078 


Hs.291997 


ESTs 


13 


456546 


AI690321 


Hs.203845 


ESTs, Weakly simDar to TWIK-re)ated ad 


12 


410687 


U24389 


Hs.65436 


tysy) oxidase^iKe 1 


12 


414774 


X02419 


Hs.77274 


plasminoQen acQvatoTt urokinasd 


12 


420552 


AK000492 


Hs.98806 


h^othetical protein 


11 


421991 


NM_014918 


Hs.110488 


K1AA0990 Drotein 


11 


418140 


BE613836 


Hs.83551 


microfibriltar-dssodated protein 2 
OKFZPS660i646 protein 


11 


458924 


BE242158 


Hs.24427 


11 


411789 


AF245505 


HS72157 


Homo S3p1ens<mRNA: cONA DKFZp564l19 


11 


434241 


AF119913 


Hs.283607 


hypothetical protdn PRO3077 


11 


422611 


AA1S8177 


Hs.118722 


fuoosyltransfarase 8 (^ha (1,6] ^jcosy 


11 


409533 


AW969543 


Hs.21291 


mitogen-activated protein kinase kinase 


11 


416391 


AI878927 


Hs.79284 


mesoderm specific transcript (mo jse) horn 


11 


412604 


AW978324 


Hs.47144 


DKFZP586N0d19proteIn 


11 


425851 


NM_001490 Hs.159642 


gtucosaminyl (N-acetyi) transferase 1, c 


10 


431259 


NM.006580 


Hs.251391 


daiidin 16 


3.0 


418557 


BE140602 


Hs.246645 


ESTs 


10 


428242 


HSS709 


Hs.2250 


leukemia inhitritory factor (chollnergfc 


3.0 


419359 


ALJ043202 


Hs.90073 


chromosome segregaSon 1 (yesst homolog) 


10 


457590 


A)612809 


Hs.5378 


spondin 1, (f-spondin) extracellutar mat 


2.9 


419741 


NR.007019 Hs.93002 


ubtquitin carrter protein E2-C 


29 


428330 


L22524 


Hs.2256 


matrix metaQoprotelnase 7 (matritysin, 


29 


417315 


AI080042 


Hs.180450 


ribosomal protein S24 


29 


438777 


AA825487 


Hs.142179 


ESTs, We^ly stntilar to 0RF2 [Mmusculus 


2.9 


442295 


AI827248 


Hs.224398 


ESTs 


2.9 


428248 


A1126772 


H3.40479 


ESTs 


2.9 


403019 


AAB34626 


Hs.66718 


RA054 (S.cerev{siaeHike 


2.8 


436252 


AI539519 


HS.1209&9 


Homo sapiens cDNA FLI11562 lis 


2.8 


419488 


AA316241 


Hs.90691 


nucleophosmin/ru^oplasrmn 3 


2.8 


434286 


AW189075 


Hs.116265 


ESTs 


2.7 


407872 


AB03g723 


Hs.40735 


frizzled (Drosophfla} homc^og 3 


2.7 


431611 


058766 


Hs.264428 


tissue spedfic fa'ans^^nt^ion antigen 


2.7 


443881 


R&4512 


Hs.237146 


Homo sapiens cDNA RJ 14234 Rs, done NT 


2.7 


453779 


N35t87 


Hs.43368 


ESTs 


2.7 


433068 


NH.006456 Hs.288215 


siatyttransf eras e 


2.7 


426841 


AI0523S8 


Hs.193726 


ESTs 


2.7 


428778 


AK000530 


Hs.193326 


fihrnhlftst nmuvlh fjidnr rpcsnlorJiks 1 


2.7 


451346 


NM.0Q6338 Hs.26312 


nllnma amnHfiflH rm rhromnsnfm 1 nmlf^n 
yiimiid oiiifHiiitM ui 1 bi II ui 1 lusui in i piuioiii 


2.6 




AA114212 


Hs.9930 


carina tnr rvdenncA nmloinilCA Inhllutn 

Senile ^ur cysioinQ/ prutcino^e ifiiuwtu 


2.6 


420162 


BE378432 


HS.9S577 


cvdtn-deaendBnl kinase 4 


2.6 


447149 


BE299857 


Hs.326 


TAR fHM RNA-bindlna □mteln 2 


2.6 


433656 


AW974941 


Hs.292385 


ESTs 


2.6 


408210 


N81189 


Hs.43104 


ESTs 


2.6 


430651 


AAg61694 


Hs.105187 


kinesin protein 9 gene 


2.5 


422599 


BE387202 


Hs.118538 


ruHHnetastatic cells 1, proton (NM23A) 


2.5 


421802 


BE261458 


Hs.108408 


CG)-78 protein 


2.5 


446211 


A]021993 


Hs.14331 


S100 ca!cium-b)ndlrtg protein A13 


2.S 


404029 


W72881 


Hs.266470 


prolocadherin beta 2 


15 


453012 


T95804 


Hs^1334 


putative ntitDchondrIa] outer membrane pr 


2.5 


419981 


AA897S81 


Hs.128773 


ESTs 


Z5 


448153 


Y10805 


Hs^0521 


HMT1 (hnRNPmelhyltransferase, S. cerevi 


2.5 


419220 


AA8.11938 


Hs.291759 


ESTs 


Z5 


432180 


Y18418 


Hs.272822 


Ruv8{EcoiIhomok)g)-lil<a1 


2.4 


406850 


AI624300 


Hs.17292a 


collagen, type 1, alpha 1 


2.4 


409893 


AW247090 


Hs.57101 


mtnlchrDmosome maintenance defictent (S. 


2.4 


421654 


AW153267 


Hs.106469 


suppressor of varl (Sxerevisiae) 3-tlke 


ZA 


409956 


AW103364 


Hs.727 


Rsaplens activin betaA subunit (exon 2 


2.4 


407584 


W25945 


H3.18745 


ESTs 


2.4 


448796 


AA147829 


Hs.33193 


ESTs, Highly similar to AC007228 3 8C372 


2.4 



Table 19 Rsts about 17 genes ufHegutated In ovaiian cancer compared to nomial adult tissues that are Gkely to encode proteins that are secreted into bkiod, lymph, or other 
bodily fluids. These genes, and/or their protein prodxts, in combination or alone, are Ueal candidates for the early diagnosis of ovarian cancer. These were selected from 
59680 probesets on (he Aff/metrix/Eos Hu03 GeneCMp array such ttiat Sie ratio of 'average' ovarian cancer to 'average' nomial adult tissues- was greater tiian or equd to 2.4, 
and that are tikely to encode secreted or extracellutaily-shed proteins. Ue 'average' ovarian cancer level was set to the 90th percentile amongst vartous ovarian cancer 
samples. The 'average' normal adult tissue level was set to the 909) percentile amongst various non-ma!ignant tissues. In order to renruwe gene-spedSc background levels of 
noiHSpeaSc hybridizalton, the 15th pencentSe value amongst various norwnalignsnl G^ues was subtracted from both the numerator and the denominator be^ (he ratio was 
evaluated. 
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TABLE 1 9: ABOUT 17 GENES. AND COMBINATIONS THEREOF, USEFUL FOR DIAGNOSIS OF OVARIAN CANCER 

UGtDrUniGenelD 

TIQe: UntGene Title 

% tumors: percent of tumors detected expressing gene 



Single Qenes: 

UGID Title % tumors 

KS.S378 s pondin 1 , (f-spondln) extracenular matrix protein 77 

Hs.12844 EGF-Sk&<ioma]n 6 86 

Hs. 151254 kamkieln 7 (ctiymotryptic; stratum comeum] 66 

Hs,97644 mammaglot)ln 2 73 

Hs.155981 mesolheBn (cytokine) 57 

Hs^58 Matrix Metanoproteinase 1 0 (Stromotysin 2} 21 

Hs.50915 kalGkreinS 27 

Hs.3011 22 bone morphogenetic protein 7 (osteogenic protein 1) (BMP7) 54 

Hs.79351 tuISkrein 6 (neurosin, zyme) 38 

HS.831G9 MMPltlntersti&alcoIlagenase} 23 

Ks.72026 ptolease, serine, 21 (testisin) 16 

Hs.39384 putative secreted Sgand homologous to ^1 46 

Hs.2719 epldidymls-speclfic; whey-acidIc protein ^pe; four-disulfide core 91 

Ks.1 55324 matrix metaQoprotelnase 1 1 (strometysln 3) 1 1 

Hs.1584 caitlageoligorneric matrix protein 25 

Hs.169300 TGFbeta2 21 

Hs.2250 leukemia inhibitory fxtor (cbonnergic differentiation factor) 23 

Exemplary ComblnaSons: 

EGF-tik&<toma[n 6 mammaglobtn 2 93 

kallikrein 7 * mesottietln 71 

mammagtebin 2 * bone mcrphogenic protein 7 88 

EGF-likB-domaIn 6 + bone morpliogenic protdn 7 91 

kaDIkreIn 7 * bone morphogentc protein 7 testisin 75 

kallikrein 7+ mammaglobtn 2+ mesotlielin 64 

mammaglobtn 2 + bone morpiiogenic protein 7 + TGF beta 2 91 

EGF-IIke-domain 6 + hone morphogenic protaln 7 + MMP 1 95 



Tatile 20A lists about 1025 genes ujHegulated in ovarian cancer compared b normal adult tissues. Genes associated willi ovarian cancer were selected from the 53462 
probesets such that the ratio of 'average' ovarian cancer to 'average' normal adull tissues was greater Uian or equal to 5.0. The 'average' ovarian cancer level was set to the 
93rd percentile value amongst various ovarian cancer specimens; the 'average' normal adult tissue level was set to the 96lh percentile value amongst various non-maOgnant 
tissues. In order to remove gene-specific background levels of non-specific hybridization, the 15th percentile value amongst various non-mallgnanl tissues was subtracted from 
both the numerator and the denominator before the ratio was evaluated. 

Tables 20B-24B list accession numbers for Pke/s lacking UnlgenelO^s tor tables 20A.24A. For each probesel ts Bsted a gene cluster number from which oltgonudeolides were 
designed. Gene dusters were compiled using sequences derived from Genbank ESTs and mRNAs. These sequences were clustered based on sequence similarity using 
Oustsrtng and Af^nment Toots (DoubleTwist, Oakland CaTifomia). Genbank accession numbers for sequences comprising each cluster are Bsted in ttie 'Accession' column. 

Tables 20C-24C list genomic positioning (or Pke/s lacking Unigene lD*s and accession numbers In tables 20A-24A. For each predicted exon Is listed genomic sequence source 
used for prediction.' Nucleotide locations of each predicted exon are also listed. 



TABLE 20A: 

Pkey: Unique Eos probeset Identifier number 

ExAocn: Exemplar Accession number, Genbank accessk}n number 

UntgenelD. Unigene number 

Unigene Title: UniGene title 

Pred. Protein Dom.: Predk^ protein domain 

Rl: Ratio of tumor to normal body Sssue 



Pkey 


ExAccn 


UniGene ID 


Unigene Tlfie 


Pred, Protein Dom. 


Rl 


42-1296 


NM_002666 


Hs.103253 


periltpln 


periIipin,SS 


32.5 


453028 


AB006532 


Hs.31442 


RecQproteln4ike4 


DEAD.he6case_CFork^head 


27.6 


422310 


AA316622 


Hs.96370 


cytochrome P450, subfamity IIS 


SSJM,pkinase,fn3,!g 


26.5 


437897 


AA770561 


Hs.146170 


hypothetical protein FLJ22969 


SSJM,zf-DHHC 


26.3 


446374 


AA3292S6 


Hs.24756 


ESTs, Moderately similar to al 




22.6 


441021 


AW578716 


H3.7844 


HI histone family, member 2 




22.3 


409516 


BE384838 


Hs.3454 


K1AA1821 protein 


SS 


21.3 


413436 


AF238083 


Hs.68061 


spNngosine kinase 1 


DAGKc 


21.2 


424420 


BE614743 


Hs.146688 


prostaglandin E synthase 


MAPEG,SS,TM.MAP£G 


20.7 


422645 


L40027 


Hs.l 18890 


glycogen synthase kinase 3 alp 


pktna5e,SS.Ets 


20.7 


422098 


H03117 


Hs.l 11497 


similar to mouse neuronal prot 


TM 


20.2 


429556 


AW139399 


Hs.93988 


ESTs 


SS,pkin3se.PMP22^aaudIn 


20.1 


436485 


XS9135 


Hs.156110 


immunoglobulin kappa constant 


SSjg,SS 


19.9 


423652 


AF052122 


Hs.l 30712 


Homo sapiens ctone 23929 mRNA 


ABC1,SS,PID.P1D 


19,8 


431773 


BE409442 


Hs.268557 


pleckstrin homok)gy-iike domai 


PH,SS,UM,TroponIn 


19.4 


422179 


AF091619 


Hs.l 12667 


dynebi, axonemal, intennediate 


WO40,SS 


19.3 


420839 


AI792682 


Hs.282960 


hypothetical protein MGC10870 


SS,DS,UPF0139,aycoJiydro 


18.5 


441356 


e£384381 


HS.1828&S 


ESTs. Weakly slrnilar to JC5024 


SS.TtA,aTdt 


18.5 


424659 


AW8gi298 


Hs.331601 


Homo sapiens, Smitar to cyste 


SS.FbrK.he3d 


18.4 


439924 


A1985837 


Hs.125293 


ESTs 


SS 


18.1 


458814 


AI498^ 


Hs.170861 


ESTs, similar to Z195_H 


SS,TM^ljBcepLa,ldLro 


17.5 


451643 


M64437 


Ks.234799 


breakpoint duster regton 


RhoGEF,RhoGAP.PH,C2 


17.2 


439108 


AW163034 


Ks.6467 


synafiogyrin3 


Synaptogyrin,SS,TM,PDZ.WD 


16.9 


43:945 


ALJ043683 




hypt^tical protein FU10803 


SS 


16.8 
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410418 


031382 


Hs.63325 


transmembrane (votease, serins 


SS,TM,IdLrecepLa,trypsi 


16.8 


438424 


AI912498 


Ks^5895 


hypothetical protein FU14g96 


SS,TM 


16.7 


409435 


A1810721 


Hs.95424 


ESTs 


SS 


16.4 


41S969 


W33191 


Hs^7 


hypothettcal protein nJ20258 


SH3,SH3 


16i 


421612 


AF161254 


Hs.108196 


Sl^.antigen 


WLrecepLaSS.TM 


16.0 


456177 


NM.012391 


H5.79414 


prostate epithelium-specitic E 


Ets.SAM_PNT 


15.7 


414837 


U24266 


Hs.77448 


aklehyde dehydrogenase 4 (ami] 


aUedh 


15.6 


432631 


H08379 


Hs.165563 


hypothetical protebi D107p434N 


TM,OnaJ,UBA.ArfG3p,homeob 


15.5 


454017 


AW023617 


Hs.347130 


hypothetical protein FU 22709 


SS,TM,myosin_head,RA.DAG„ 


15.5 


401278 






Target Exon 


Band_41 


15.4 


444804 


A1CB4452 


Hs.22158 


hypothe&a! protein FL)2198B 


SS 


15.4 


410259 


AK000337 


Hs.61485 


hypothetical protein 


GFOJDH_MocA.GFOJOH_MocA 


15.4 


408620 


M81105 


Hs.146550 


myosin, heavy polypeptide 9, n 


myDSin_head,Myosin_tan,l 


15.1 


423081 


AF262992 


Hs.123159 


sperm associated antigen 4 


TM 


14.9 


421495 


At583067 


Hs.149152 


ESTs, Weakly similar to RHOP M 




14.7 


416893 


AA45558d 


Hs.62406 


hypothetical proton FU22S73 


SSmSS 


14.7 


413244 


AW955951 


Hs.159265 


kruppel-related zinc finger pr 


SS,TM,BTB,Pep_Ml 2B_propep 


14.6 


406901 


M14624 




gb:Human 4^eta^atactosyttran 




14.6 


416006 


AA324251 


Hs.78950 


branched chain Iteto add dehyd 


Eljehydrog 


14.6 


436186 


eE330717 


Hs.5074 


similar to S.pO(nbedim1 


OlMLSS 


14.5 


455557 


AW995839 




Qb:QV4-8N0044-110200-10Wi07 B 


Melaltophos 


14.4 


434518 


H56995 


Hs.37372 


Homo sapiens DMA binding pepti 


SS 


14.2 


421489 


AI922821 


Hs.32433 


ESTs 


SS.PI-PIC-X.PI-PLC-Y.C2 


14.1 


444441 


AW613841 


Hs.301394 


hypothetical protein MGC3101 




14.0 


435017 


AA336522 


Hs.12854 


angiotensin It, jype 1 recepto 




14.0 


446572 


AV559151 


Hs.282961 


ESTs 




13.9 


434068 


AA977935 


Hs.127274 


ESTs 


SS 


13.7 


432481 


AW451645 


Hs.1 51504 


Homo sapiens cONA FU1 1973 lis 


SS.Collagen.COLFl.TSPN 


13.7 


447304 


Z98883 


Hs.18079 


phosphatldyltnositol glycan. c 


SS,Peptidase.C2 


13.6 


421182 


AA284855 


H3.104480 


ESTs 


SS,Topoisomer3seJ,Topois 


13.3 


407767 


W15398 


Hs.38628 


hypothetical protein 


ss,2m:cch 


13.3 


456642 


AW451623 


Hs.109752 


putath^e c-Myc-responsWe 




13.3 


437457 


AA7579C0 


Hs.270823 


ESTs, WeaWy similar to S65657 


SQS.PSY 


13.2 


430178 


AW449612 


HS.15247S 


ESTs 


SS 


13.1 


430399 


AI916284 


Hs.199671 


ESTs 


Sec7,PH 


12.9 


436725 


BE045223 


Hs.136912 


hypothefical protein MGC107S6 




12.9 


410219 


798226 . 


H8.171952 


ocdudin - 


SS,TM.Ocdudin,BIR 


12.7 


442620 


C00138 


Hs.8535 


Homo sapiens mRNA for KIAA1668 


SS,RNAj)oLK 


12.7 


439233 


AA831893 


Hs.292757 


hypotheticat protein FU23109 


zf^HC4.TM.Sijlfate_trans 


12.7 


425018 


BE245277 


Hs.154196 


E4F transcription factor 1 


zf-C2H2.LlM.SS.Exo_endo_p 


12.6 


423801 


NM„015071 


Hs.132942 


GTPase regutatof associated wl 


RhoGAP.SH3,PH 


12.6 


417826 


TB5105 


Hs.1 5471 


ESTs 


SS,cadherin,Cadher1n_CJe 


12.6 


409261 


8E315042 


Ks.19210 


hypothetical protein MGC1 1308 




12.6 


420568 


F09247 


Hs.247735 


protocadherin alpha 10 


cadherin,SS,TM,cadherin 


m 


411570 


BE144584 


Hs.314341 


ESTs 




115 


430397 


AI924533 


Hs.105607 


bicarbonate transporter relate 


HC03_cotr3nsp,SS.TM 


1Z5 


423767 


H18283 


Hs.132753 


F-boxonty protein 2 


^box,SS,F.box.HORMA 


MA 


441805 


AA285136 


Hs.301914 


neuronal specific transcriptlo 


UM,SS.UM 


123 


402365 






Target Exon 


SS.SS.TM.Ig 


M2 


414371 


AI905865 




thymosin, beta 4, X chromosome 


TTiymosIn 


12.2 


446780 


R31107 




gb:yh61g01.s1 Soares placenta 




12.1 


428782 


X12830 


Hs.193400 


interleukin 6 receptor 


SS.TM,fn3,^.SS,TM 


1Z1 


427695 


R88483 


Hs.172862 


intron of Bicaudal 0 honvolog 1 




M\ 


400460 






C11002253':gI|129091|spIP23267 


SS.TM.SCAN,zf-C2H2.KRA8 


MO 


407341 


AAgi8886 


Hs.204918 


ESTs. Weakly similar to ALU8.H 


SS.TM 


12.0 


424049 


AB014524 


Hs.138380 


KIAA0624protdn 


SS 


11.9 


422872 


BE326786 


Hs.187646 


ESTs 


TM 


11.9 


450800 


BE395161 


Hs.1390 


proteasome Q}rosome, macropatn 


SS 


11.8 


428648 


AF052728 


Hs.168021 


potassium vottage-gated channe 


cNMP_bInding 


11.7 


432329 


^^^A.002962 Hs.2960 


S100 catciuiTvbtnding protein A 


S_100.efhand,SS,efti3nd.S_ 


11.7 


417061 


AI675944 


H5.188691 


Homo sapiens cDNA RJ12033 tis 


CTF^NR 


11.6 


451195 


U10492 


Hs.438 


mesenchyme homeo box 1 


homeobox,SS 


11.5 


417595 


AA424317 


Hs.6259 


KIAA1698 protein 


SS.TM.GIycoJiydfo_31 ,Glyc 


11.5 


426500 


NM_014638 Hs.170156 


KIAA0450gene product 


SS 


11.4 


433124 


U51712 


Hs.13776 


hypothetical protein SMAP31 




11.4 


444001 


AI095087 


Hs.1522g9 


ESTs. Moderately similar to S6 




11.4 


419298 


AA853479 


H&.898g0 


pymvate carboxylase 


CPSase.Lchain.PYC_OADA.H 


11.4 


426593 


AW207440 


Hs.185973 


degenerative spermatocyte (horn 


SS 


11.3 


411408 


U76666 


Hs.69949 


caldum channel, voltags^lepen 


toi\_trans,SS,TM 


11.2 


404438 






TergetExon 




11^ 


427443 


BE246449 


Hs.2157 


V\riskott-^rv^ syndrome (ecze 


WH1,PB0,WH2.SS 


m 


406230 






Target Exon 




U2 


432125 


AW972667 


Hs.ie3006 


Homo sapiens cONA FU 1 2300 fis 


Band_41,ERM 


11.2 


408832 


AW085690 


Hs.63428 


ESTs, WeaHy similar to Z195_H 




11.1 


400205 






Eos Control 


^.SS.ayco_tranf_43,COLf 


11.1 


450503 


R35917 


H5.301338 


hypothetical protein FIJ12587 


SS 


11.0 


407605 


W03512 


Hs.6479 


hypothettcal protein MGC13272 


SS,Sema.pklnase,TIG,PSI,e 


11.0 


432143 


ALJ040183 


Hs.123484 


Homo sapiens, dona IMAG£:4178 


SS.TM.cysjidLF6FR 


10.9 


446839 


BE091926 


Hs.16244 


mitotic s(Me coHed-coa re 


Tfoponln,SS,gIycolyticjen 


10.8 


443559 


AI075765 


Hs.269899 


ESTs. Moderately similar to AL 


SS.TM.BIR.UQ_coo 


10.8 


411298 


AW83S856 




gb:PM0-LT0017-03129W)01-h07 L 




10.8 


409557 


BE182896 


Hs.211193 


ESTs 




10.6 


435158 


AW663317 


H$.65588 


OAZ assodated protein 1 


nm,SS,mn 


10.8 


444410 


BE3873eO 


HS33719 


ESTs. Moderslety similar to S6 


SS 


10.6 
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428948 


BES 14362 






FKBP.PIP5K 


424707 


6E081914 


Ks.10844 


Homo saptens cDKA RJ14476 fis 


SS,SS,TM,Sema 


416819 


U77735 


Ks.80205 


pfm-2 cncOQsno 


pklnase,SS.TM,OTU,K.tetra 


419341 


N71463 


Hs.118888 


ESTs, Weakty similar to AU)\J\ 


SS,TM.UPF0016 


444359 


A(697160 


Hs.143594 


ESTs. Weatdy slmKar to HS4L.H 


vwd 


404333 






C7001735':gip768636tdt]jiBAA95 


401210 






C120005195iI7710046|refiNP.05 




457941 


A1004525 


Hs.14587 


ESTs. Weakly similar to AF1518 


SS.TM,SS,TM 


401594 






NM_024817:Homo sapiens hypothe 




441790 


AW294909 


Hs.132208 


ESTs 




444008 


BE544855 


Hs.236572 


ESTs, WeaHy sintilar to SFR4.H 


SS,SS.SAC3_GANP 


438185 


Y19188 


Hs.320461 


ESTs 


SS 


432031 


AF03gi96 


Hs^72357 


hairless protein (putaSve sin 


jmiC 


410471 


T88872 




gbyd31a123l Soares felal Rv 




433573 


AF234887 


Hs.57652 


cadherin, EGF [AG seven-pass G 


SS.TM.7tnL2.EGF^erin, 


417371 


N74613 


HSJK9149 


ESTs 




428167 


AA770021 


H5.16332 


ESTs 


SS,^.fn3 


419563 


AA526235 


Hs.133162 


Homo sapiens cDNA FU11983 fts 




412674 


X04106 


Hs.74451 


catpdn 4, stnafl subunit (30iQ 


efhand,SS,CAP_GLY 


425863 


U43604 


Hs.159901 


Human unidsnttfied mRNA, part! 




442739 


NM_007274 Hs.8679 


cytosoiic acyl coenzyme A thio 


Acyi.CoA^hydro,SS,TM 


429469 






glycine dehydrogenase (decartx) - 


GOC-P.GOC-P 


420029 






polyamlno-modidated factor 1 


8ldoJcetjed.SS,TM.gta 


445625 






hypothetical protein FU22635 


SS.Tfil 


435339 






ESTs 


SS,r3s 


407235 






SAC2 (suppressor of aclln muta 


SS,TM,Ribosomal_S13,Galac 


428758 






CA1258nI^en; mucin 16 


SS 


401349 






inositol pofyphosphaia-1-phosp 




437915 






Homo sapiens done Nil NTera2D 




424511 




ns. 19000/ 


ESTs. Moderately ssnilar to AL 




423366 






xyt-Coenzyme A dehydrogenase, 


Acy|.CoA.dh,AcyMM.dh,M 


405143 






NhL013432*:Komo sapiens nuctea 


ank,SS,THCPSFJ^ 


427497 






ESTs 




420423 


AA827718 


Ks.8821a 


ESTs 


SS 


431512 


BE270734 


rfS.£f 90 


lactate dehydrogenase A 


ldh,ldh C.SS,ldh 


4SM52 






ESTs 


zf-C3HC4.zf-B.box 


412738 


N34731 


Hs.74562 


siah binding protein 1; FBP in 


homeobox 


444202 


Ai nil COS 


nS.l^rdO 


KtAA0939 protein 


SS,TM,Na_H_Exchanger,ABC2 


451165 


AI340575 


ns.2ooUo4 


MRIP-1 pr^In 




411450 


maoty 




ESTs 


SStpklnase 


405371 






Nh4_005569*:Homo sapiens UM do 


pkinase,lJM.POZ 


435782 


MX Oil 


Ue •>flC7^7 


Homo sapiens cDNA FU2089S fi 


SS,G6PD,GIucosamineJso,G 


416666 


AA^735d 




serine/threonine protein phosp 


Metallophos.Metallophos 


405474 






NM.001093*:Homo sapiens acetyl 


CPSase„Lchain.biotinJip 


412837 




Li- CQOQQ 


hypothetical protein MGC4090 




448133 




ns.r JrOs 


folate receptor 1 (aduIQ 


Folate rec,SS 


431081 


AA491D94 


Hs.75813 


pdycystic kidney disease 1 {a 


SS,TIM 


427640 


ArD5o293 


HS. 1800 10 


&<lopachrome tautomerase 


MlF,latBj)rotBin_liSS.GS 


427435 


AW9oo7j9 


Hs.1 15412 


hypothetical protein FU13881 


SS 


407688 


W25317 


Hs.37616 


Human D9 splice variant B mRNA 




407507 


U73799 




^tHuman dyr\acdn mRNA, partia 


SS.TM,HC03.cctransp.CAP_G 


400833 






C1 1 000890:gi|3746443|gb|AAC639 


SS,TM.7tm„r 


422064 


AW452589 


Hs.335742 


ESTs 


TM 


452434 


D30934 


Hs.29549 


04ypa leciin-Gke receptor-1 


leclin_c,SSJM 


451752 


AB032997 




KIAA1171 oratain 


T6C,SS,TM, pk]nase,lamlnin 


432931 


AF174487 


Hs^93753 


Bd-2-felated ovarian IdQer p 




407893 


BE408359 


H5.43621 


Homo salens, Slnular to hypot 


SS,SS,art,r3S.fn3,ras 


427397 


AI929685 


Hs.177656 


calmoddki 1 (phosphoytase Id 


efhand.RmaAD,SS,eihand 


405159 






ENSP00000243337*:CONA RJ 13984 




422283 


AW411307 


Hs.114311 


COC45 (cell division cyde 45, 


COC45 


407058 


X94563 




gb:H.saplens dtn/acbp gene exo 


SS 


448045 


AJ297436 


Hs.20166 


prostate stem cell antigen 


SS,TM,UPAR^LY6.toxin,SS,T 


400772 






NI\1.003105*:Homo sapiens sortil 


tdL;ecepLa,fn3,ldLrece 


427315 


AA179949 


HS.1755S3 


Homo sapens mRNA; cDNA DKFZp5 


spectrin,SH3.PKCH 


414391 


BE409872 




gb:601299&5SF1 NIH_MGCJ1 Homo 




447867 


AI525268 


Hs.164303 


ESTs 


TM 


422539 


Ai929377 


Hs.173724 


creatine Idnase, br^ 


ATP-9ua_PtransATP-flua-Pt 


454319 


AW247736 


Hs.101617 


ESTs, Weakly stnriar to T32527 


SS 


428781 


AF164799 


Hs.193384 


putatathre 26 kDa protdn 




408645 


AW245738 


Hs.109274 


hypothetical protein MGC4365 


SSJM 


429527 


AA454184 


Hs.28g014 


ESTs 




406651 


A1559224 




gb±i32o02j(1 NQ CGAP Uti Horn 




430893 


6E502068 


Hs^820B7 


ESTs 




414413 


BE294877 




gb:601174162F1 NlH_IWGC_17Komo 


SS 

annexin,SS.annexin 


413726 


AJ278465 


Ks.75510 


annexh All 


432211 


BE274530 


Hs^73333 


hypothetical protein RJ10986 




421694 


BE3a7430 


Hs.106880 


bysQn-tike 




453683 


AL079854 


Hs.1185ffi 


Homo sapiens mRNA for KIAAl 878 


SS 


456741 


W376C8 


Hs.1844g2 


ESTs 


SS,pktnase 


442995 


AA532511 


Ks.283455 


Homo sapiens cDNA: FU23270 6 




415898 


243379 


Hs.177193 


8b:KSClAE1 1 1 nonnsRzed infant 




456977 


AK000252 


Hs.169758 


hypotheOcal protein FU2024S 




439632 


AW410714 


Hs.334437 


hypothetical protdn MGC4248 


SS,TM,transmembfane4 


431462 


AW583672 


Ks.256311 


^anln-Eke neuroendocrine pep 


SS 



tO.6 

m 
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400128 






EosContml 


TM,E1-E2JVTPase.HMA,Hydro 


a7 


438582 


AI521310 


Hs.283365 


ESTs. WIeaMy Mar to AIU5_H 


SS 




450958 


AL137659 


Hs.348012 


Homo sapiens mRNA; cONA oio^ 




a7 


410355 


X9779S 


Ks.66718 


RAD54(S.C8revtslaeHiI(e 


SNF^.N,her(casa.aSS 


a7 


415126 


080945 




gb:HUM141D04B Qontech human f 


SS.TM 


a7 


418736 


T18979 


Hs.8790a 


SoQ-Felated COP aclhrator pro 


SSMicase_OVTJiook,SS. 


a6 


431157 


AI823969 


Hs.132678 


ESTs 


SS.MAPEG.SSMPEG 


a6 


418843 


AJ251016 


Hs.89230 


potassium tntermediatefemal] c 


TM.CaMBD.SK-Channet.TM 


a6 


41S167 


A15e9535 


Hs.94875 


ESTs,WeaWysimaartDA35363 


SS 


a6 


432343 


Nf.L002960 Hs.2961 


S 100 catdum-binding prot^ A 


S_100.SS.efhand,S_100.efh 


a6 


45S440 


A109546B 


HS.13S254 


Homo sapiens dona 1 thiombosp 




a6 


407065 


Y10141 




gb:Ksapien$ 0AT1 gene, parfte 


SNF,SS.TM 


ae 


452351 


AW173191 


H3^13117 


ESTs 


SS.Sema 


8.6 


422418 


AK0013a3 


Hs.1 16385 


hypothetica]pnMFU10521 


RhoGEF 


a6 


420836 


AW358453 


Hs.204959 


hypothefica] protein FU14886 


SS»ras 


a6 


455588 


AI129903 


Hs.74669 


vestcle-assodated membrane pr 


synaptobrevln,SS.TM 


a5 


431974 


AW972689 


Hs-200934 


ESTs 


bZIP 


as 


410720 


AF035154 


Hs.65756 


regulator of G-protein Gignal) 


RGS.&gamma.DEP.SS,RGS.DI 


as 


449751 


AW207115 


Hs.25555 


ESTs 




as 


434030 


AW162336 


Hs,3709 


low motecutar mass ubiquinone- 


SS 


as 


405557 






Tai^etExon 


Ets,SAM_PNT 


as 


443780 


NM.012068 Hs.9754 


actrvab'ng transcription facto 


bZIP,MrP_transf.2,SS.TBC 


as 


428860 


U38291 


Hs.194301 


mtcrotubide-^sodated protein 


M 


as 


421901 


AB014554 


Hs.109299 


protein t/rosliie phosphatase, 


SAM.SS.TM.Tmi.PD2 


a4 


401885 






Target Exon 


kinesln,SSJM 


a4 


449382 


AI650407 


Hs.197875 


ESTs 


SS.rTTn,zf-RanBP 


a4 


432862 


AWQ0495a 


Hs^6720 


amniontess protein 


SS.MATHzf-TRAF,2t:C3HC4 


a4 


441363 


AW450211 


Hs.126825 


ESTs. Weakly slmtlar to A45302 
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SS 


6.6 


404010 


AW1968Qa 




ESTs 




6.B 


410104 


AA367375 




Uftmn eantane rfMJA CI IIAni^ fiQ 

nomu sBpienscunM ru i*tuio us 




6.8 


4011} 90 


AK000020 


Hs.272018 


nypovioucaj pnnein rLJ^wuio 




6.7 


4000£f 


At087335 


Hs.123473 


cola 


TM RpHctikui 


6.7 


409649 


AA159216 


HS.S5505 


nypoineuca] protein rLJ«u44z 


Y nhn<:nh;tla«A DSPr TM 


6.7 


Jl 0(17 10 

4£9rl^ 


AW24582S 


H5.211914 


CMCDnnrVW\991C97*<MAr^U iihlnnlnn 


nYirfnroH nR SS TM rrm 
0AluUlau.^0,OO, 1 1*1,11 in 


6.7 


456885 


AW0B3093 


H3.144396 


cSTs, Weaxty sonuar to loouzz 




fi7 


427461 


AA53t527 


Ks.332040 


nypotneucal protein MGviouiD 


CC TM AOAT 1 OP 
OO, 1 M.AUIA I ,U\K 


R 7 
0./ 


434000 


BE002845 


Hs.112964 


ESTs 




R 7 
0./ 


432530 


AF131788 


Hs.278303 


Homo sai^ens done 25220 mRNA 


SS,proiea$ome 


(% 7 
D./ 


436141 


AA970001 


Ms.150319 


Homo saptens, done IMAGE:3610 


SS,TM 


a? 


441794 


AW197794 




ESTs 




6.7 


450287 


AW2gi4d3 


Hs.255909 


ESTs 




6.7 


441523 


AW514263 




ESTs, WeaWy similar to AiaJF_H 


SS 


6.7 


452798 


A1918771 


Hs.257170 


ESTs 


SS,TM.TNFR_c6 


6.7 


451937 


AF11S664 


H&27299 


transcrf p6ooal regutator pnit 


SS,integrin_B.fri3.C8lx-be 


6.7 


421417 


AA2gi004 


K5.326088 


ESTs 




6.7 


440317 


BE561868 




gb.-601346093F1 NIH.MGC_8 Homo 




6.7 


421321 


NM_005309 Ks.103502 


g!utaniic>pyruvate transoninase 


amlnotrsa_1-2,SS.TM.lHR 


6.7 


444904 


AW4S2054 


Ks.161139 


ESTs 




6.7 


449730 


R72290 


Hs.1 17557 


ESTs. Wealdy similar to 136022 


RasGAP,thyTDgIobuaiu1.Rl 


6.7 
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450622 


At660285 


H3.58210 


ESTs. Highly sbnaar to ITH4_H 


SS,TM,vwa 


425424 


NM»004954 Hs.157199 


EU<LmoGf kinase 


pkinase.KA1.UBA.SS 


435884 


AL035499 


KS.1B8491 


ESTs 




410397 


AF217517 


Hs.63042 


DKFZpS64J157 protein 


SS;tomeobox,UPF0160.DUF23 


454262 


AW612232 


Hs.254835 


ESTs 


SS,TM,vdlage.aC,C8S 


453023 


AW02B733 


Hs.31439 


serine protease inhibitor, Kun 


Kunit^.BPTl.SSJM.torLtra 


419157 


AA234540 


Hs.23871 


ESTs 


pkinase 


412454 


T78141 


Hs.22826 


ESTs, Weakly siniBar to 155214 


SS.cadherin.crystall 


407332 


AI801565 


Ks.200113 


Homo sapiens cONA FU11379 fis 


SS,adh_short.TrBnsgtotami 


456643 


AW751497 


Hs.98370 


cytodirome P450, sutifamOy IIS 




411490 


R39474 




gbYhg^iOgj-l Soares placenta 


SS 


455685 


BE153524 




8b:PM0-HT0339-241199^^3 H 


SS.pldnase 


438857 


AI627gi2 


Hs.130783 


Forssman synthetase 


SSMRasGERRasGEFN 


420307 




H3.66219 


ESTs 


SS.TM 


453496 


AA442103 


Hs.33034 


solute earner family 2 (fad) 


sug3r_tr,SS,TM 


419182 


AA234822 


Hs.66147 


ESTs 


SS,TM.ion_trans.bn_bans 


406301 






Target Exon 


TM 


433938 


AF161535 


HS.2S4292 


ubiqulnol-cytDctmime c reducta 


TM 


448980 


AL137527 


Hs.28903a 


hypothelicsl protein MGC4126 




454095 


AW178110 


Hs.191705 


gb:lt^0061-010999^13-H04 H 


SS,TM,homeobox,bypsin,PD 


459702 


At204g95 




gb:an03c03jc1 Stratagene schiz 




422201 


NM_001505 Hs.113207 


G proteiiKcoupled receptor 30 


7bTu1,SS.TM 


406779 


AA412048 


Hs579574 


CQ-39 protein; ceil death-reg 


&S,SS 


404149 






C6002509*:gi|5031885|ref]NP_00 


SS,TM,kr1ng!e 


418576 


AW96815g 


Hs,302740 


EpItheGa) catQium channel 2, 


SS.TM 


421363 


NM_001381 


Ks.103854 


dxklng prote^ 1, 62kD (downs 


PHIRS,TM,PH,lRS,bypsin. 


458919 


AI681567 


Hs.13349 


K1AA0756 protein 


TM 


427502 


AI811865 


H37133 


Homo sapiens, done IMAGE:3161 


SS.TM.ABC^tran.ayco_tran 


412289 


AW935967 


Hs.170162 


KIAA1357 protein 


SS 


447105 


AW377610 


H3.11123 


OKFZP564G092 protein 


SS.TM 


444672 


Z9S636 


Hs.11669 


lamimn, alpha 5 


laminin_EGF,lanunIn_G,EGF 


429299 


AI620463 


Hs.347408 


hypothelicat protein MGC13102 


SS,TM.gla 


42W03 


AA256906 


Hs.111364 


ESTs. Weakly simOar to utik^ui 


SS,TM 


431849 


AI670823 


Hs.85573 


hypothetical protein MGC1091 1 


SS.TM 


430396 


049742 


Hs.241363 


hyaluronan-btnding protein 2 


tTypsin,krtngIe,EGF,SS 


437662 


AA765387 




ESTs 


WD40.RCC1.SPRY 


436543 


NM_002212 Hs.5215 


Inlegrin t)eta 4 binding protei 


eIF6 


405375 






CX00074r:gl|4885461IreflNP_00 


SS.TM 


430116 


AA465350 


Hs.l 19400 


ESTs 


SS,TM.adii_shofl 


406109 






Target Exon 




414871- 


BE549179 


Hs.29008 


gb:601078714Fl NIH_MGC_12Homo 




440656 


AI97g248 


Hs.148221 


ESTs 




438951 


U51336 


Hs.6453 


tnosltd1,3,4-triphospli8te5/ 


SS,oxidored_nlUo,SS 


405376 






Target Exon 


SS,TM 


426925 


NM.001196 Hs.315689 


Homo sapiens cONA:FU22373 ft 


SS 


400500 






Target Exon 




4QB294 


BE141732 




gb:QV0-HT01 01-061099^32-607 H 


Ammonlum.transp 


447904 


AW206303 




ESTs 




439211 


AI890347 


Hs.271923 


Homo sapiens cDNA: aJ22785 fi 


SS 


426828 


NM_000020 HS.172S70 


acthrtn A receptor type ll-lik 


pkfnase,AcfivIn_recp,SS.T 


446100 


AW967109 


Hs.13804 


hypothetical protein dJ462023. 


SS.TM 


442148 


R52599 




gb:yg81g01.r1 Soares infant br 


TM 


425041 


AI377150 


Hs.150914 


ESTs 


SS 


457584 


AA147979 


Hs.285005 


mitochondria] Import receptor 


Josephin 


435449 


AA682379 


Ks^3460 


EST 




406284 






Homo sapiens mRNA fuO length 




425944 


AK000664 


Hs.164256 


hypothetteai protein FU20657 




453367 


AW732847 


Hs.70573 


PKO-l-felated HIT protein 


SS.TM 


419725 


U66048 


Hs.92683 


Homo sapiens done 161455 brea 




412452 


AA215731 




suppression of tumorfgenldty 


SS 


421273 


AJ245416 


Hs.103106 


U6 snRNA-associated Sm-Gke pr 


Sm.SS,tRNA-synU.GST C,G 


432746 


AA564512 


Hs.24301 


polymerase (RNA) 11 (DNAdirec 


SS,TM,EF1BD 


429398 


AA452239 




KlAA0g70 protein 




404430 






C8000066*:gi|104323951emblCAC1 


SS 


427339 


AJ734109 


Hs.97g84 


SRY (sex determinitig region Y) 




436389 


AI811706 




CHMP1 .5 protein 




428890 


AA525226 


Hs.303293 


ESTs. Moderately similar to 15 




445333 


BE537641 


Hs.44278 


hypothetical protein FIJ12533 


SS 


414756 


AW451101 


Hs.159489 


ESTs. lUloderalely similar to JC 


hexokinase2,hexoklnase 


423847 


U16997 


Hs.133314 


RAR^ated orphan receptor C 


honTOnejeczf-C4,SS,TM.h 


408493 


8E208854 


Hs.46039 


phosphoglycerate mutase 2 (mus 


PGAM,BRCT,RNAjX)LL 


439569 


AW602166 


Hs^22399 


CEGP1 protein 


CUB.EGF.SS 


457274 


AW674193 


Hs^l52 


mannan-binding lectin serine p 


SS.TM,SS.THCIalhrin_lg.c 


444550 


BE250716 


Hs,87614 


ESTs 


SS 


407198 


H91679 




gb:yv04307^1 Soares fetal Bv 


BIR 


423228 


AL137491 


Hs.125511 


Homo sapiens mRNA; cONA 0KFZp4 


SS.TM.sushl 


422682 


W05238 


Hs.94316 


ESTs, Weakly simHar to T31613 


SS,TM.DEAD.heBcase_C.l^ 


447887 


AAl 14050 


Ks.19949 


caspase 8, apoptosis-relatBd c 


ICej>20.DED.ICEj)10 


400137 






EosConbol 




408784 


AW97t350 


Hs.63366 


ESTs 


SS 


43K)28 


AW193035 


H$.187370 


ESTs 




438113 


A1467908 


Hs.8882 


ESTs 


SS.TM.7tnLl 


417810 


026419 


Hs.82609 


hydroxymethylbitans synthase 


PorphobO_deam 


436050 


AI057205 


Hs.14584 


ESTs 
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403672 

44S269 

430217 

426675 

423510 

428573 

457052 

445099 

450334 

416000 

427880 

426722 

452072 

431161 

413055 

431250 

406373 

403003 

437834 

408299 

433327 

414246 

427812 

420926 

443766 

431082 

420530 

407360 

449008 

409946 

413272 

445050 

458130 

449940 

440390 

423106 

402501 

431470 

416597 

412122 

415056 

400358 

405473 

422525 

422262 

401121 

425188 

457216 

456021 

420319 

410082 

450593 

437050 

458835 

412777 

454364 

448877 

413045 

408054 

417852 

410445 

415870 

438723 

441307 

406575 

401488 

437650 

439827 

456373 

454513 

414944 

451277 

421130 

401215 

408117 

426357 

416630 

400389 

447128 

431297 

431857 

430023 

453101 

407383 



BE622358 

N47863 

AW084791 

AB000824 

AA430651 

BE167242 

BE163341 

AF035959 

R82342 

AA436011 

U53823 

BE258857 

AM93591 

AV655701 

BE264649 



AA769294 

AF086141 

BE391090 

AA770424 

AA830402 

N91071 

AA491600 

AI218431 

X13075 

AW578003 

AW162263 

AA127923 

AW205483 

AA1 15811 

AW291126 

AW207385 

N52572 



Hs.61260 

Hs.180450 

Hs.133122 

Hs.129712 

Hs.209249 

H5.47099 

Hs.24879 

Ks.79856 

Hs.98187 

Hs.171952 

Hs.27744 

HS75183 
Hs.251377 



Hs.50760 

Hs.280278 

Hs.98162 

Hs.221216 

Hs.109650 



Hs^26 
Hs.312466 

Hs.147260 

Hs.6838 

Hs.187520 

Hs.36475 

Hs.13702 



AA832417 Hs.139650 



Hs.77867 



Hs.155976 
Hs.113987 

Hs.155071 
Hs.283597 
Hs.250726 
Hs.96593 
Hs.158311 
Hs.25197 

Hs.76372 

Hs.323606 

Hs.253313 

HsJSlBO 

Hs.8102 

Hs.82749 

Hs.21017 

Hs.209065 



AW852707 
AB004662 
AF181286 

AW504698 
AL022315 

AK002052 

AA452554 

6£246628 

AW406289 

AA081594 

AF1290B5 

AA766420 

AI868753 

Ai335773 



AI583696 

X92121 

AW816490 

AJ250562 

AA199830 

H15578 

M34429 

AW071696 



AA81433& 

AAS46538 

BE247706 

BE159271 

CI 5044 

AK001123 

1195031 

AL138255 

AW753757 

A1351311 

AL135d41 

AI271898 

AA651771 

W19144 

AA158243 

AW952776 

AA53257e 



Hs.292297 
Hs.187389 
H5.89751 
Hs.109731 

Hs.26176 
Hs.102482 



Ks.12396 
KS.2S1946 



Hs.3076 
Hs.271742 
Hs^7729 
Hs.34943 



C4001244:8tl53g933IpiiflA61275 
hypotheOca) potsbi FLJ13164 
ribosoma) protdn S24 
hypothettca) protein FU14524 
trehalase {brush-border membra 
ESTs 

hypolheGcs] protein FU21212 
gb.<3V^4fr045B-23020(Mm01 H 
phosphafidtc add phosphatase 
ESTs, Weahty similar to S65657 
ESTs 
ocdudin 

RAB3A, member RAS oncogene fam 
gbmhOlami NQ.CGAP.Thyl Ho 
cytochrome P4S0. sutifamSy HE 
taxo) resistance associated ge 
Target Exon 

NM_024944*^iomo sapiens hypolh 
gb:nz36g03.s1 NCi.CGAP_GCB1 Ho 
Target Exon 

ESTs, Highly simflar to BimL [ 

EST 

ESTs 

ESTs 

ESTs 

gb:ne80a1U1 NQ.CGAP.Ewl Horn 
coagulaSon factor Vlll^soci 
gb:Human 2a1 2 mRNA for kappa^ 
tropomodulin 3 (ubiquitous) 
ESTs, Weakly simOar b ALUC_H 
ESTs 
ESTs 

ras homolog gene family, membe 

Homo sapiens, done tMAGE:3834 

K1AA0493 protein 

ESTs. Moderately similar to AL 

spemn specific antigen 2 

ESTs 

gb7r71c03/1 Scares fetal liv 
&rich RNA sequence binding fa 
adenosine A1 receptor 
Homo sapiens mutant dystropliin 
NM_OOl093*:Homo sapiens acetyl 
cuFm 4B 

lectin, galactcslde-binding. s 

C12001638*:gl|7291960|gblAAF47 

hypothetical protein FU11190 

ESTs. Weakly similar to A41796 

gb:TCBAP1D5030 Pediatric pro-B 

hypothetcat protein 

Musashi (DrosophQ^) homolog 1 

STiPl homology and U-Box conta 

ESTs 

ESTs 

ESTs 

gb:601191272F1 NIH_MGC_7 Homo 
ESTs 

protein phosphatase 5, catalyt 
ESTs 

transmembrane 4 superfamily me 
gb:zq75h01.r1 Stratagene hNT n 
ESTs 

gb:Human PVT-IGLC fusion prole 

hypothetical protein FU 14225 

Target Exon 

Target Exon 

ESTs 

ESTs 

membrane-spanning 4-domains. s 
gb:MlWfT0407.180100-0044i05 H 
gbK: 15044 Clontech human aorta 
hypothetical protein FIJ10261 
mucin 5. subtype B, tracheobro 
C12000457*W512178lpir|iT30 
ESTs. Weakly similar to 138022 
gbi^C3-CT0283-271093<)21-a08 C 
poIy(A)-binding protein, cytop 
oIEat^ receptor, family 2, 
cycQnK 
ESTs 

AOP-ffbosyltransferase (NAD; p 
FKSO&tinding protein 2 {\3SsD) 
ESTs 

ESTs. Moderately similar to AL 



tubi£n,TM 


&3 




6.3 


RibQ5omal_S24e 


6,3 


SS,TM,8minotran_1_2 


6.3 


Tre^^ase 


6.3 




6.3 


SS 


6.3 




6.3 


PAP2,SS 


6.3 


SS,TlytsugarJr 


&3 




&3 


Ooctudin,SS.TM.BiR 


6.3 


r33,^SS,PDE8se 


6J 


SS 


6.2 


p450 


&2 




6.2 


SS,TM,vwa,FG-GAP,integrin 


6.2 


TM 


6.2 


SS 


6.2 




6.2 


SS 


6.2 




6.2 


SS 


6.2 


UQjDon 






6.2 




6.2 




6.2 




62 




6.2 


RasGAP.C2.PH,BTK 


6.2 






SS,trypsIn,kringle.fn2.EG 


6.2 


ras.arf 


6.2 


SS,zf^H2 


6.2 
6.2 




6.2 


lg.MHC_I.SS 


6.1 


SS,lg.pklnase,LRR,LRRGT 


61 




6.1 


SS,WD40 


61 


7tnLl,SS,TM 


6.1 
6.1 


CPSas9_L.chain,biottnJp 


6.1 


SS,SS,Cutlin.Oiltin 


6.1 


Gal-bindjectin 


6.1 




6.1 


TM 


6.1 


bZIP„Maf,SS.P5CR.EFlBD 


6.1 


SSJM,SS 


6.1 


ras,8rf 


6.1 


SS,HEGT,phoslip 


6.1 


TPR,SS,TM.Rhomboid.laclam 


ai 


SS 


6.1 


SS 


ai 




61 


SS,TM 


6.1 




6.1 


Metallophos.TPR 


6.1 




6.1 


transmembrane4,SS.TM 


6.1 




6.1 




6.1 




6.1 


SS,TM 


6.0 


SS.pWnase.pkinase.C,RFX_ 


6.0 


6Iyco_hydro„1 


6.0 




6.0 


pklnase,DAG_PE-bind,PH 


6.0 


SS,TM 


6.0 




6.0 


SS.TM 


6.0 


TM,SS.TM,death.DED 


6.0 


CysJoioLvwc 


6.0 


trypsln,SS,TM 


6.0 


55,zf^HC4.BIR 


6.0 




6.0 


SS.pldnasG 


6.0 


7tnu1.SS.TM.CSD 


&0 




60 




6.0 


PARP,PARP_reg.SS.TM,PepU 


6.0 


SS.FKBP,SS,PDGF.C2,PI-PLC 


6.0 


TM 


6.0 


SS.P3talin.ank 


6.0 
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430132 


AA204686 


Hs.234149 


hypothetical protein FU20647 


SS,SS,TM,^ 


6.0 


459111 


AU077013 


Hs^8757 


trsnsmsnbrane 9 supetfamOy me 


EMP7D 


6.0 


405770 






NK1.002362:Homo saptsns melanom 


MAGE 


6.0 


415611 


T26376 




gb:AB123C1 1R Infant bran^UN 


SSJM,rniv^ushi 


6.0 


453413 


AJ003234 




gbA1003294 Selected chromosom 


SSJ^atejcarrier 


6.0 


424415 


NMJK)1975 


Hs.1 46580 


enolase 2, (gamma, neuronal} 


enotase,SS,Atrophin-1,Atr 


5.9 


426048 


Af768853 


Hs.1 34478 


ESTs 


TM 


5.9 


435750 


AB029012 


Hs.4990 


iaAA1089 protein 


SS,TM 


5.9 


439469 


W69836 




gb2d48a02j1 Soares.fetaUiea • 


SSji3(in3se.C2,p}dnase.C,D 


5.9 


445664 


AW9S8638 


Hs^37691 


ESTs, Weakly similar to KIAA06 




5^9 


418830 


BE513731 


Hs.88959 


hypotheOcal protein MGC4816 


TM,CDP-OH_P_transf 


5.9 


452113 


AI85g393 




gb>wn1l802jc1 Na_CGAP_Ut4 Horn 


adin 


5.9 


449101 


AA205847 


Ks.23016 


G proteln-ooupted receptor 


7lm_1,SS,TM 


5.9 


437640 


AA764893 


Hs.272155 


ESTs, Wealdy simitar to 138022 




5.9 


400748 






NM_Q22122:Komo sapiens matrix 


SS,Peptidase_M10,hemopexi 


5.9 


442370 


All 43593 


H3.1 29419 


ESTs 




5.9 


442419 


AI749893 


Hs^70532 


ESTs, Weakly similar to 138022 


AdapSnJI,Atpha_8dapfinC2 


5w9 


439986 


AW750272 


Hs.1 26608 


ESTs 


SS,TM,ISKjChannel 


5.9 


407553 


Z11168 




gb:H.sapiens 5HT1A receptor re 


SS.TM 


5.9 


431424 


At222969 




ESTs 


SS 


5.9 


442297 


NM_006202 


Hs.89M)1 


phosphodiesterase 4A, cAMP-spe 


PDEase 


5.9 


457845 


H93040 


Hs.297729 


ESTs 


SS,TM,WD40 


5.9 


446912 


Af347650 


Hs.1 28521 


ESTs, Moderately slmSar to At 


SS 


5.9 


451381 


BE241831 


Hs. 172330 


hypothetical protein MGC2705 


SS,f^bosomal.L2BB 


5.9 


416024 


AW886484 


Hs.343522 


ATPase, Ca t^porttng, plasm 


E1-E2^TPase,HydroiasB,Ca 


5.9 


446329 


NMJ13272 


Hs.1 4805 


solute canier family 21 {orga 


kazaI,OATPJI.OATP_C 


5.9 


431321 


AW136372 


Hs.1 852 


add phosphatase, prostate 


SSJM,addj)hosphat 


5.9 


420039 


NMJI04505 


Hs.94581 


sulfotransfarase family, cytos 


Sutfbtransfer.SS.DAGKc 


5.9 


428223 


AA424313 


Hs.98402 


ESTs 


HEa 


5.9 


433333 


At016521 


Hs,71816 


v-^kt murine thymoma viral one 


homeobQX,pkinase.PH,p}dna 


5.9 


450251 


BE080483 




gb:QV1-BT063O-280200^086-a05 6 


SS 


5.9 


408511 


AW206404 


Hs.27268 


ESTs 




5.9 


414348 


AFW1430 


Hs.75922 


brain protein t3 


SS,SH3 


5.9 


456950 


AF1 11170 


Hs.306165 


Homo sapiens 14q32 Jagged2 gen 


SS,TM,OSL 


5.9 


412173 


T71071 




gb:yc50b05.r1 Stratagene liver 


CPSase.l^chaln 


5.8 


404001 






Target Exon 




5.8 


445263 


H57646 


Hs.42586 


WAAI 560 protein 


SS 


5.8 


441583 


AI791499 


Hs.205742 


ESTs, Wealdy slmiiar to ALUA_H 




5.8 


430168 


AW968343 




DKFZP434I1735 protein 


SS,TM,efhand,efh3nd 


5.8 


454682 


AW816029 




gb:MR3-ST0220-151299-027-blO 8 


filament 


5.8 


453829 


All 38200 




gb;OKFZp547N052j'1 547 (synory 


SS,TM,ATP-synt„C,GaIactos 


5.8 


437372 


AA323968 


Hs.283631 


hypothelicat protein DKFZp547G 


SS 


5.8 


421726 


AK001237 


Hs.319088 


hypothetical protein FU10375 


TM 


5.8 


451045 


AA215672 




gb2r96B09.s1 Na_CGAP_GCB1 Ho 


SS,Peptidase„C1,ir-C2H2 


5.8 


439616 


BE018635 


Hs.58582 


Homo sapiens cONA HJ12789 fis 


SS.TM 


5.8 


455679 


BE066529 




gb:RC3-BT033W00300^17-a12 B 


UBX 


5.6 


457125 


AW444451 


Hs.134812 


ESTs 


SS 


5.8 


430600 


AW950967 


Hs.274348 


HLA-B asscdaled transcrtpt-S 


ubiquItin,SS,TM,G-patch,a 


5.8 


421707 


NM-014921 


Hs.1 07054 


lectomedin-2 


UtrophIfin,OLF,7tm_2,Gat 


5.8 


436127 


W94824 


Hs.1 1565 


RIKEN cDI^ 2010100012 gene 


Oorona_7,SS,TM 


5.8 


414347 


BE275836 




gb:601121639F1 NiH.MGC_20 Homo 


SS 


5.8 


439910 


H66765 


Hs.339397 


ESTs 


SS 


5.8 


410382 


AW664971 


Hs.259546 


ESTs 


UM 


&8 


426391 


AW161050 


Hs.169611 


second mltochondria-dertved ac 


SS 


5.8 


423358 


AI815474 


Hs.343866 


gb:au47f10.y1 Schneider fetal 


SS 


5.8 


440146 


AW014231 


Hs.90790 


Homo sapiens cDNA: FU22930 fi 


Peptidase_M1 


5.8 


402189 






ENSP00000247423*:D-Biglec prec 




5.8 


439949 


AW979197 


Hs.292073 


ESTs, Weakly similar to ALU7.H 




5.8 


457978 


AA776638 




gb:ae78g04^1 Stratagene schiz 


SS,PH,IQ,RasGEF,RasGEFN.R 


5.8 


436685 


W28661 


Hs.5288 


Homo sitens mRNA; cONA DKFZp4 


SS.TM.pkinaseA^vtnjec 


5.8 


411602 


L01406 


Hs.767 


growth hormone releasing hormo 


7tn\_2,HRM 


5.8 


433357 


T05639 




gb:EST03528 Fetal brain, Strat 


SS 


5.8 


404311 






Target Exon 


TM 


5.8 


'428092 • 


AW879141 




ESTs 


SS,TM 


5.8 


452620 


AA436504 


Hs.1 19286 


ESTs 


SS 


5.8 


401938 






Target Exon 


SS,PHO,proteasome 


5.7 


407202 


N58172 


Hs.109370 


ESTs 


SS,F5_FBJype_C.pklnase,E 


5.7 


458882 


R34993 


Hs.226666 


EST s, Moderately similar b 15 


SS.CRALTRIO.PKI 


5.7 


452357 


A1638176 


Hs^8386S. 


ESTs 


SS,TM,SS,TM 


5.7 


452625 


AA724771 


Hs.61425 


ESTs 




5.7 


430281 


AI878842 


Hs.237924 


CGt-69 protein 


mIto_can',SS,TM 


5.7 


430490 


AW902951 


Hs.301723 


Homo sapiens cONA FLJ12974 fis 


TM 


5.7 


450122 


6E313765 


Hs.343443 


ESTs, Weakly sinular to 138022 


SS,TM,Y_phosphatase,LONA 


5.7 




AI739013 


Hs.203348 


C<JTc 
COIS 




5,7 


413413 


D82520 


Hs.132390 


zinc finger protein 36 (KOX 1 8 


SS.rrm.DUFie5 


5.7 


445631 


AK001822 




Homo sapiens cONA FU10960 fis 




5.7 


419390 


AI701162 


Hs.90207 


hypothetic^ protein MGC1 1 138 


SS.TM,PMP2^aaudin,PMP22 


5.7 


423139 


AW402725 


Hs^88560 


hypothelicd protein FIJ21 106 




5.7 


426221 


AB0078ai 




K1AA0421 pfctein 


PI3J»l4Jdnase,FATCSS,TM 


S.7 


443785 


AW44»52 


Hs.190125 


basic-h^-toop-hettx-PAS pro 




5.7 


417300 


BE250127 


H5.82906 


CDC20(ceII division cyde 20. 


WD40.SS.TM,fn3.EGF.fn3,ig 


5.7 


446596 


AW204515 


Hs.156113 


ESTs, Weeidy stmilarto G01025 




5.7 


432353 


NM_015558 Hs^4411 


SCAN domain-containing 1 


SCAN 


5.7 


427625 


AF008216 


Hs.285013 


putative human HLA class II as 




5.7 
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421543 


AK000519 


Hs.105606 


hypoUieOcal protein FU20512 


TM 


5.7 


418087 


AA981613 


Hs.127838 


ESTs 




5.7 


432751 


AF152099 


Hs.278911 


interleukfn17C 


SS 


5.7 


433943 


AA992805 


Hs.44865 


lymphoid enhancer-binding fact 




5.7 


414274 


AW300961 


Hs.334684 


Homo sapiens, done IMAGE:4127 


SS.Vps26.Acyl-Ca^.dh 


5.7 


431328 


AAS02999 


HS.291S91 


ESTs 


5.7 


451481 


AA300228 


Hs.295866 


hypotheOca) protein DKFZp434N 




5.7 


430344 


AA476827 


Hs.171012 


hypotheltcal protein RJ22349 


HLH 


5.6 


419516 


H82550 




ATP-blndIng cassette, 8id>4aml 


SS,TMABC.lran.A8Cjnembra 


5.6 


413564 


BE260120 




gl).-601146990F1 NIH_MGCJ9 Homo 




5.6 


415956 


H10942 




glKynn06c11/l Soares infant br 


SS.TM 


5.6 


401402 






Tercet Exon 




5.6 


456145 


BE299427 


Hs.21446 


K1AA1716 protein 


SS,DIX,PDZ,D£P.Oishevet!e 


5.6 


431536 


AL1330S6 


Hs.34ig06 


ESTs 


TM.SAM_decarbox.SS,pkin33 


5.6 


456266 


L29073 


Hs.198726 


cold shock domain protein A 


CSD.homeobax,SS.TM.7tm_2. 


5.6 


435800 


AI248285 


Hs.118348 


ESTs 


TM,ECH.chromo 


5.6 


449285 


AI912702 


Hs.139135 


ESTs 




5.6 


416256 


AW845318 


Hs.12271 


U}0x and teuctne-rteh repeat 


SS,SS,TM,HSF_DNA.blnd 


5.6 


417442 


M19g940 


Hs.124039 


ESTs 




5.6 


405931 






T8r98t£xon 




5.6 


455286 


BE144384 




gb:MR0-HT0166-191199mc11 H 


SS 


5.6 


446931 


AI348856 


Hs.21627 


gb:tb05a05.x2NCt CGAP lj]26Ho 




5.6 


446548 


AI769392 


HS.20021S 


ESTs 


SS,TM,Ribosom8LS25,8ug3r 


5.6 


401984 






CI 70001 46':gi|2143629tptr[lA57 


pktnase,SS,TM,P2X_recepto 


5.6 


404C66 






Target Exon 


SS.lRNA-6ynL2b.HGTP_anl) 


5.6 


418353 


AA218628 


Hs.202977 


ESTs 




5.6 


458198 


AI286100 




ESTs 




5.6 


432278 


AL137506 


Hs.274256 


hypothetical protein FU23S63 


SS,TM.GNSl_SUR4,SS,TM,Rho 


5.6 


432328 


AI572739 


Hs.195471 


6-phosphotructO'2-k!n8se/frud 


PGAM.6PF2K 


5.6 


421871 


AK001416 


Hs.306122 


glycoprotein, synaptic 2 


TM.Sterold_dh.SS 


5.6 


415514 


F11301 . 


Hs.138329 


ESTs 


SS,TM 


5.6 


426208 


AI370379 


Hs,132216 


ESTs 


SS.TM 


5.6 


429367 


AB007867 


Hs.278311 


plexinBI 


Sema.PSI.TlG.SS,TM.TIG.Se 


5.6 


405939 






Target Exon 




5.6 


457331 


AV647405 


Hs.18443 


aldehyde dehydrogenase 8 famil 


GTP_EFTU 


5.6 


438705 


AI049S24 


Hs.283390 


ESTs. Weakly similar to 210926 


SS.E2F_TDP,E2F_TDP 


5.6 


428624 


At12S222 


Hs.38712 


hypothetical protein DKFZp434H 


SS,TM;ras,MSPjtomain 


5.6 


419389 


AK)74951 


Ks.3190g5 


ESTs 


SS,DPPIV_N_lerm 


5.6 


447595 


AW379130 


Hs.18953 


phosphodiesterase 9A 


POEase ' 


5.6 


408015 


AW136771 


•Hs.244349 


epidermal dtfferenfa'ation comp 




5.6 


413041 


BE0615B0 


Ks.61622 


gb;MR0^T0249O91299-20U07 B 


SS 


5.5 


452849 


AF044924 


Hs.30792 


hook2 protein 


bZIP.SSAhpC-TSA 


5.5 


434357 


.AW732284 


Hs.382d 


mevalonate (diphospho) decarbo 


GHMP_kInases.SS,TM 


5.5 


455274 


6E151822 




gb;PMW1TC302-271099W1.s08 H 


SS.TM.RNAjx)LL 


5.5 


453904 


AW003821 




ESTs 


5.5 


424624 


AB032g47 


Hs,151301 


Ca2-Klependent ac&vator protel 


ForK_he3d 


5.5 


426576 


AA381720 




gb:EST94853 Activated T-celts 


vwa.Integrinj\FG-GAP 


5.5 


440682 


AW362152 


H3.271B1 


nuclear receptor binding facto 




5.5 


419125 


AA642452 


Hs.130881 


B<eII Cll/lymphoma 1 lA (zinc 


SS 


5.5 


450207 


T87615 


Hs.14716 


ESTs 




5.5 


405211 






C7000900:gI|4508027|reIlNP_003 


SS 


5.5 


413937 


H65775 


Hs.207915 


ESTs 




5.5 


426793 


X89887 


Hs.172350 


HIR (histone cell cyde regula 


WD40.aathrin.aalhrin_pr 


5.5 


412091 


R06185 




gb7e94d03vf 1 Soares fetal liv 


SS,TM.tBaiBR 


5.5 


446538 


W74413 


Hs.15251 


hypothe6cal protein 


SS 


5.5 


451117 


AA015752 


Hs.205173 


ESTs 




5.5 


409547 


AW409885 


Hs.335877 


Homo sapiens, done MGC:45S8. 


TM 


5.5 


412673 


AL042957 


Hs.3ie45 


ESTs 




5.5 


426440 


BE382756 


H5.169802 


solute canter tamily 2 (facO 


sugar_tr,SS,TM,5ugar_tr 


5.5 


449225 


R39108 


Hs.6777 


ESTs 


SS,TM,Na_suIplusymp 


5.5 


403938 






Target Exon 


Ephrin 


5.5 


441197 


8E244638 


Hs.166 


sterol regulatory element bind 


H\M 


5.5 


455604 


BE011163 




gb:PM3^N0218-10Q50(M)03<lQ9 8 




5.5 


457468 


AW971345 


Hs.292715 


ESTs 




5.5 


447677 


A1419235 


Hs.344456 


gb:tf21d02jcl NO CGAP.Brn23H 


SS.z(.C2H2.SCAN.SCAN.zf-C 


5.5 


415473 


R39986 


Hs.12778 


ESTs 


TM,ton_trans 


5.5 


408422 


AW977031 


Hs.143554 


ESTs, Highly similar to B45036 




5.5 


442780 


A1017521 




ESTs 


SS,TM,7lnLl 


5.5 


451558 


NM-001089 Hs.26630 


ATP-binding cassette, sub-faml 


ABC_tran,SRP54,SS.TM.ECH 


5.5 


439422 


AW452791 


Hs.249625 


ESTs 


SS.TM 


5.5 


423479 


NM-014326 Hs.129208 


death-associated protein kinas 


pklnase 


5.5 


459558 


AlS39a21 


Hs.298799 


ESTs, We^ similar to 210926 


SS 


5.5 


441187 


AW19S237 


Hs.7734 


hypothetical protein FU22174 


SS.TM.tubulin 


5.5 


420894 


AA744597 


Hs.86854 


ESTs 


SS^ 


5.5 


404710 






C9(»}1584:gII74992081pIrp20g9 




5.5 


447827 


1/73727 


Hs.19718 


protein tyrosine phosphatase. 


Y_phosphatase.fn3.lg.MAM, 


5.5 


448387 


AI874402 


Hs.292590 


ESTs 




5.5 


419541 


AW749617 


Hs.280776 


tankyrase, TRFl-tnteracting an 




5.5 


449686 


AW072813 


Hs.270868 


ESTs. Moderately slmaartoAL 




5.5 


426315 


AA6542ig 


Hs.348137 


Komo sapiens, done tiMGE:3542 


SS/^rystaD 


5.5 


451312 


Ar769831 


Hs.337054 


ESTs 


SS 


5.5 


432538 


BE25B332 


Hs.278362 


mate-enhanced antigen 


SS.TM>WV.Rax)SomaLU 


5.5 


446790 


AW452105 




ESTs 


SS.2f<2H2 


&5 


448682 


T09471 


Hs.250820 


tiypotheOcal protehi FU14827 




S5 
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425234 


AW1S2225 


Hs.16590g 


ESTs. Wsakty stmllar to 138022 


SS 


5.5 


411219 


AW832917 




ebKlV2-TT0003-15119W)t3W6 T 




5.5 


439742 


A1827721 


K3.284298 


Homo sapiens mRNA biH tenglh 


SS 


5.5 


432004 


BE018302 


Hs^94 


placental growth factor, vascu 


POGF.SS 


5.5 


402916 






ENSP00000202587*:Bb:art)onata t 


HCX>3_cotransp,SS 


5.5 


405346 






RagCproteIn 


RCC1 


5.5 


415975 


R43144 


Hs.21919 


ESTs 


TM 


5.4 


435064 


T70740 


Hs^1433 


ESTs 


SS.M0M2 


5.4 


440024 


AA363333 


H3.160038 


ESTs 




5.4 


431525 


AA50S556 


Hs.6185 


K1AA1557 protein 




5.4 


45B644 


AW270149 




ESTs, Moderstety similar to GG 




5,4 


410895 


AW80%79 




gb:MR4-ST0124.261099^15^ S 




5.4 


441350 


AB020690 


Hs.7782 


paraneopt3s5c anflgen MA2 




5.4 


413034 


BE392B96 


Hs.129126 


Homo sapiens, dono MGC;10992, 


SS 


5.4 


444664 


N26362 


Hs.11615 


map kinase phosphatase-Pce pr 


OSPc.Rhodanese.SS,TM 


5.4 


443887 


NWL004729 


Hs.9933 


Ao-IIke transposable element 


z^EO 


5.4 


445871 


AI702901 


Hs.145582 


ESTs. WeaWy similar to F0R4M 


SS,TM,efhand,efhand 


5.4 


411992 


AW816214 


Hs.143055 


ESTs 


SS.TM 


5.4 


458341 


AW373583 


Hs.221994 


gb:QV4-BT0534.28129«)53^ B 




5.4 


451677 


AAQ59222 


Hs.33538 


ESTs, Weakly similar to oxygen 




&4 


432656 


m 000248 


Hs.3076 


MHC class 11 transacUvdlor 


\m 


5.4 


417739 


Z43995 




gb:HSC1QB121 normalized infant 


SS,ArfGap.vwa,TSPN,fn3.Co 


&4 


424618 


L29472 


Hs.1802 


m^f histocompatibiEty compl 


TM.ig,MHCjLbetaSS,TMA 


5.4 


446847 


T51454 


HS.82&45 


Homo sapiens cDNA: FU21930 fi 


SS,TM,BNR,fn3,ldLrEcepL 


5.4 


436094 


AI798701 




ESTs 




5.4 


433168 


A1085436 




gb:ow84g06^1 Soaresjetal liv 


SS,TM.PID 


5.4 


417359 


T99264 


Hs.1911t7 


ESTs 




5.4 


436014 


AF281134 


Hs.283741 


exosome component Rrp46 


RNase PH,RNase_PH_C.SS,TG 


5.4 


435154 


AA668764 


Hs.301637 


ESTs 


SS,TM 


5.4 


431630 


NM_002204 


Hs.265829 


inlegrin. alpha 3 (antigen CD4 


lnlegrin^FG^,Rhabd_g 


5.4 


444064 


W85970 


HS.1&292 


ESTs 


SS,TM.DihydrooFotase 


5.4 


415970 


H23333 


Hs.29002 


KIAA1706 protein 




5.4 


445303 


AW362198 


Hs.12503 


interleukin 15 receptor, alpha 


SS.sii$hl,SS 


5.4 


421542 


AA411607 


Hs.1 18964 


ESTs, Weakly similar to K1AA11 


SS.SS 


5.4 


459704 


AA719572 


Hs.274441 


Homo sapiens mRNA; cONA 0KFZp4 




5.4 


402285 






sderostin 


SS.TM 


5.4 


431543 


AW96g619 


Hs.259768 


adenylate cyclase 1 (brain) 


TM 


5.4 


431534 


AL137531 


Hs.2588g0 


Honra sapiens mRNA; cDNA 0KFZp4 


SS,TM/as 


5.4 


417516 


AA203473 


Hs.81529 


ESTs 


TM 


5.4 


423233 


BEO4B021 


H3.11067 


ESTs, Highly similar to T46395 




5.4 


420733 


AW291446 


Hs.88651 


ESTs 


SS 


5.4 


404807 






Target Exon 


UPF0027 


5.4 


436483 


A1272063 


Hs^8301O 


vanillold receptor subtype 1 


SS,TM,ank.lOh_trans,SS,TM 


5.4 


425316 


AA354977 


Hs.99010 


ESTs, Moderately simflar to Tl 


SS,pkin3se.ig 


5.4 


425565 


AA359485 


Hs.173084 


gb:EST68511FetallungIIHomo 




5.4 


413341 


H78472 


Hs.191325 


ESTs. WeaWy similar to T18967 




5.4 


401203 






Target Exon 


filament 


5.4 


422452 


AL1 10255 


Hs.116808 


Homo sapiens mRNA; cDNA DKFZp5 


SS.asp,PGAM 


5.4 


436718 


AW015227 


HSJ89053 


hypotheOcal protein FU14733 


SSJM 


5.4 


428501 


AL041162 


Hs.98587 


ESTs 


TM 


5.4 


439895 


W28548 


h^850S0 


ESTs 


TMA)n_trans,K_telra.Kv2c 


5.3 


417514 


AA203445 


H3.325819 


ESTs 




5.3 


441358 


AW173212 




ESTs 




5.3 


401722 






Target Exon 


TM,PLAT.SS 


5.3 


408905 


AVB55783 


Hs.661 


Target CAT 




5.3 


454453 


AW752781 




hypothetical protein FU12614 




5.3 


410312 


AW850953 


Hs.75350 


gb:lt^^022O.15020aO5&A11 C 


VincuHn 


5.3 


437926 


BE383805 


H5.300816 


small GTP-bindIng protein 


SS,TM,TPR 


5.3 


458682 


AV659151 


H5.2e2g6i 


ESTs 




5.3 


411G05 


AW006831 




ESTs 


TM.&yn3ptobrevtn 


5.3 


409164 


AA70863g 




gb:8g90e09Lr1 Stratagene hNT n 


SS,TM.Hinl.HH_si9nal.tubu 


5.3 


438868 


AW246243 


Hs.334800 


hypothetical protein FU20974 




5.3 


439034 


AF075083 




gb:Homo sapiens full length in 


filamentfilament 


5.3 


411426 


BE141714 




gb:QVO.HT0101-061099^32-c04 H 


SS 


5.3 


426166 


AW504300 


Hs.295605 


mannosidasa, alpha, class 2A. 


Gtyco_hydro_38,SSJM,Pepl 


5.3 


438470 


AW336329 


Hs.227823 


pM5 protein 


SS,TM 


5.3 


427789 


AM12428 


HS.48&42 


hypothetic^ prtM FU23093 




5.3 


430230 


BE257724 


Hs.236361 


seb40 


rm\SS.24<acld_DH,WD40 


5.3 


434314 


6E392921 


Hs.3797 


RAB26. member RAS oncogens fam 


rasMSS 


5.3 


428539 


AW410063 


Hs.184877 


solute carrier family 25 (mito 


mito_C3rr,SS,TM,prorilln, 


5.3 


414927 


T83587 


Hs.186476 


ESTs 


SS.SuItatase 


5.3 


404596 






Target Exon 


SS 


5.3 


454151 


AA047169 


Hs.154088 


hypothetical protein FU22756 


SS.TM.Gtycos_transf_4 


5.3 


431627 


AW609720 




HSPC042 protein 




5.3 


422379 


AA932860 


H8.133864 


ESTs 




Sl3 


426765 


AA743603 


Hs.172108 


nudeopoiln 88kD 


MAM33 


5.3 


433325 


AW206986 


H3.143905 


ESTs 


SS 


5.3 


403128 






K1AA1033 protein 


SS.TI^tubu0n.E<^,F5_F8j 


5.3 


447730 


A142t2S1 


Hs.114085 


Homo sapiens mRNA for K1AA1755 


SSJransglutamin_C.Transg 


5.3 


405085 






Target Exon 


SS.SS.SNF2_N.helicase_C 


5.3 


438080 


AA777381 


Hs^l530 


ESTs, Weakly similar to AlUCJi 




5.3 


439091 


AA630144 


Hs.135613 


ESTs. Moderately sknlar to 13 


lOVdomaln 


5.3 


427326 


A1287878 




gb:qv23f06jc1 NCLCGAP.Lym6 Ho 


SS.TM.7tnx.1.SS,TM 


5.3 


427859 


AA416856 


HS.M170 


ESTs 


SS,TM,OUF60.trypsin.CUB,u 


5.3 
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421779 


A1879159 


Hs.108219 


wii^8ss-typ6 MMTV intesrsSon 


SS,vmt,SS 


408270 


AW177805 








416437 


M771738 


Hs.348000 






409879 


BE083422 


Ks.56851 


hypothetical prolan MGC266B 


SS,TM 


42S304 


AI743177 




ESTs 


SS.TH4 


418678 


NM_001327 Hs.167379 


cancfir/lestts anfioen fNY^SO- 


SS.TM.zM^2H2 


436540 




113. I*W00 


hypothetical protein MGC14226 


SS.TM 


437161 




ns<£009 1 


ESTs 


SS,TM 


400171 






ENSP00000211797:Hanc3se SKI2W 


SS.prote3some 


431461 


pcooqc?! 


Me 9Cfmn 
rts>£ODJiu 


Gkely ortholog of mouse ZFP28 




402197 






Target Exon 


SS.TM;^TPlG1_PLM_MAT8.ig. 


449514 




Hs.23642 


protein predicted by done 238 


SS,PXarf4ipoca&n.PHO;c 


442472 






gb:MRO^T002O«81 1 99mc03 S 


SS,TM,lnos-1-P_synth.Ocd 


409679 






f3s hoinolog gene fsmSy, memtie 


SS.homeobQX.CUT 


4391 SO 


nrUODwUO 




gb:HonK} sapiens fuD ter^th tn 


SS 


412934 






gb£M4-BN0220-O8050O-17O^ B 




435186 


At IIQ^Tn 




ESTs 


SS 


400668 






Target Exon 


CARD.ICEj)20,SS,ICE_p20,I 


409125 


R17268 


no>o*?ooof 


axoridl trsnspoft of synaptic v 


SS.kineshi,PH,FHA.kinesin 


445904 






ESTs 


SS,homeol>ox 


414567 


DC&O lU3r 


Ue 1(U>;iQ 


hypothetical protein FU 12949 


SS,TM,8nk,Adap_comp_sub 


414551 




Hs 76394 


enoyl Coenzyme A hydrat^e, sh 


ECH,Peptidase_U7,SS,fM 


432872 






setenopfotein X, 1 


DUF25.SS,Rib(Komal_U,PDZ 


419492 




Hs. 19447 


PDZ-UlM protein mystiQue 


UM,SS,SH3,Sorb,Metalbph 


407478 


L77559 




gb:HonK> sapiens OGS-6 partial 




457892 






gbjiySl6l0.sf NCl_CGAP_Pr18 Ho 




457228 


U15177 


Ms 206384 


Human cosirid CR!^C2015 at D10 


6PF2K.PGAM 


437538 


X91221 


Hs.144465 


ESTs 


SSJM,Na_Ca_Ex 


420265 


AA258124 


Ue 9QaR78 


ESTs. Moderately similar to ZN 




431275 


T56571 


Hs.10041 


ESTs 


SS.HU1 


426021 




Hs 1119^1 


ESTs. Wealdy similar to T33900 


SS 


422400 


AA974434 


ns. 1 £0i30J 


ESTs 




446442 




TtOtCillOitO 


ESTs 




415565 


R59946 


Hs 164B52 


KIAA1 553 protein 


SS 


438429 


D16918 


Hs.12547 


Homo sapiens cDNA: FU23388 fi 


TM 


401677 






BAII-associated protein 3 


SSJM,zf-C2H2,kinesin,Vau 


405637 






Target Exon 




450437 


X13g56 


Hs.24998 


hypothetical protein IMGC10471 


SS 


408215 


BE614290 




syntaxin 10 


SS,SS,TIAHlil,TRM,2f-CCCH 


452666 


AW194501 


Hs.13219 


ESTs 


R-PLC-XPI-PLC-Y,C2,PH 


401553 






Target Exon 




447541 


AKX0286 


Hs.16800 


hypotlretical protein FU 20281 


zf^HC 


453434 


AJ271378 


Hs.333243 


ESTs 




450351 


BE547267 


Hs.5g791 


hypothetical protein IMGC13183 


SS.TM 


411456 


AW847588 




gb:IL^CT0213-161299O38-G09 C 


SS,TM 


445634 


AI624849 


Hs.344612 


ESTs, Weakly similar to NEL1.H 


vwd 


453740 


AL120295 


Hs.311809 


ESTs, Moderately similar to PC 




426318 


AA375125 


Hs.147112 


Homo sapiens cDNA: RJ22322 fi 


SS,TM,EPHJbd,pkinase,fh3 


416470 


N90464 


Hs.303023 


beta hibuiln 1. class VI 


SS.tubuIin,SS 


432022 


AL162042 


Hs.272348 


Homo sapiens mRNA; cDNA DKFZp7 




457579 


AB030816 


Hs.36751 


HRAS-tike suppressor 


TM 


438484 


AW021671 


Hs.293330 


ESTs, Weakly simitar to p40 [H 




422802 


NM_004278 H8.27008 


phosphatidyibiositoi gtycan, c 


DUF158,ank 


401724 






C16001374'ail67S5086lreftNP 03 


TM,PI-AT,SS 


438670 


AI275803 


Hs.123428 


ESTs 




414757 


U46922 


Hs.77252 


ftBgile histldine tdad gene 


HIT 


425098 


AW295349 


H5.8038 


ESTs 


SS.TM 


431898 


AW297844 


Hs.101428 


ESTs 


SS 


416732 


H81086 


85.265017 


hypothetical protein FU21799 


SS 


404571 






NM„01S902*:Homo sapiens proges 


HECT^WJBRl.PABP 


433575 


AW977653 


Hs.75319 


ribonucleotide reductase M2 po 


SS 


426358 


AA376438 




gb:EST88856 HSC172c80s II Ho 


TM 


456767 


Ai086412 


Hs.1 29064 


H(vno safxens ctnomosome 19, oo 


SS.TM,trypsin.kringte,UPA 


412915 


AW087727 


Hs.74823 


NM_004541:Homo sapiens NADH de 




443553 


AL040535 


Hs.9573 


ATP-binding cassette, sub-fami 


ABC_tran.SS 


415886 


Z42737 




gb:HSC0SEO81 nomialized infant 


SS ' 


401674 






C16001417*:giI7500345lpirtjT21 


FAD-oxidase_C,FAD_binding 


424266 


AA337810 


Hs.149152 


ESTs, Weakly similar to RHOP M 




455035 


AW851734 




gb:MR2-CT0222-01 1 199-007-elO C 




408567 


S72921 




dliary neurotrophic factor 


CNTF 


436616 


AW799109 


Hs.226755 


ESTs 


14*3-3 


409076 


AW327515 




ESTs 




447976 


AW972653 


Ks.2936gi 


ESTs. Wghly similar to CR2J<U 




457720 


AA992835 


Hs.185776 


ESTs 




400526 






NM-020975*:Homo sapiens (et pr 


cadherin,pkln3se,SS 


407757 


BE048414 


Ks.165215 


hypothelical protdn MGC539S 


SS.EF1G_dom2Dn.GST.C,GST„ 


452446 


AA086123 


Ks.297856 


ESTs 


Tnn,NTF2 


450807 


Ar73g262 




gb,-wl17bGaj(1 Na_CGAP_Co16 Ho 




432540 


At621S17 


KS.10586S 


ESTs 


SS.TM 


449324 


AI638706 




ESTs. Weakly similar to A47582 




426434 


M177S5 


Hs^041 


thyroid peroxidase 


EGF.sushi,An_peroxidase.p 


407652 


W27953 


, Hs.292911 


ESTs, Highly stmiiar to S60712 


Troponin 


443952 


AI149t06 




ESTs 


SS^ik^e 


448869 


A17g2798 


Ks.12496 


ESTs. similar to ALU4„H 


SS.TM 



5.3 
5.3 
5J 
5.3 
S3 
5.3 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 

a2 

5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.2 
5.1 
5.1 
5.1 
5.1 
5,1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5,1 
5,1 
5,1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
5.1 
SI 
SI 
SI 
SI 
SI 
SI 
SI 
SI 
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422S37 


U25441 


H5.12147B 


dop3(n!no rocsi^iv D3 


7lm-l,SSJM.7lin.l 


5.1 


407143 


C14076 


HS.3323S 


EST 


SS.TM 


5.1 


442296 


NM_007275 Hs.8186 


lung caitter cancfidats 


SS,TM,Qyco JiydiD_56,Qyc 


5.1 


407722 


BE252241 


Hs36041 


pyrtdoxal (pyridtudne, vitamin 


pfkB.SS 


5.1 


427336 


NMJ105656 


Hs^134 


TNF reoepto-essociatRd factor 


MATKSS.MATH>^N>V2M.NT 


&1 


447S60 


AW954377 


Hs^6412 


rinQ finQsr prot^ 26 


SS.TM,CbLN.CbLN2,CbLN3 


5.1 


400863 






C11002296:0il1 1692557tgb|AAG39 


SS.TM 


5.1 


409034 


A1684149 


Hs.172035 


hypothetica! protein simnart 


SS 


5.1 


421696 


AF035306 


Hs.106690 


Homo sapiens dona 23771 mRNA 




5.1 


427587 


BE348244 


H3!284239' 


ESTs, Weakly slmflar to 178885 


SS,UDPGT 


5.1 


407204 


R4t933 


Hs.140237 


ESTs, Weakty simBar to ALU1.H 


SS,histon8Mtone 


5.1 


454219 


X75042 


Ks.44313 


v-rel fi\nan reGcubendolhetk) 


RHO.TIG 


&1 


430513 


AJO12008 


Hs.241566 


G6C protein 


SS,TM.GST_C,abhydrolase 


5.1 


435902 


AA701867 


Hs.297726 


ESTs 




5.1 


442743 


AI801351 


Hs^2110 


ESTs, Weatdy similar to WCIM 


SS.fibrinogen.CRhodanese 


5.1 


454923 


AW897235 




gbKmNN0057-15040O-335^ N 


SS.Caldesmon 


5.1 


440518 


AA868046 


Hs.233235 


ESTs 


SS,TM 


5.1 


44B237 


AI471790 


Hs.309385 


ESTs 


TM.R!bo$om3LS7 


5.1 


428924 


A1016405 


Hs.98959 


ESTs. Weakly simaar to JC5314 


SS.TMJectin_c 


5.1 


412081 


Z24895 


Hs293818 


gb.HSB67F122 STRATAGENE Human 


SS.TM.SQSJ^,GATA 


5.1 


437141 


BE304917 


Hs^1097 


hypothetical protein aJ21478 


SS.TM,Gtycos_transf.4 


5.1 


421658 


X84048 


Hs.301760 


(i^uenln (Drosophila) homolog 


eltiand 


5.1 


423467 


AK0C0214 


H5.129014 


hypotheticai protein FU20207 


SS.TM.GDPD.SS.TM,SH3.PDZ, 


5.0 


417151 


Mig4055 


85^93858 


ESTs 


PH 


5.0 


408307 


A1761786 


Hs.204674 


ESTs 


ArmadilIo_seg 


5.0 


404752 






NM_024778:Homo sapiens hypoths 




5.0 


453126 


AA032155 


Hs.61622 


ESTs 




5.0 


413983 


BE348384 


Hs.279194 


ESTs 




&0 


405366 






NM_003371*:Homo sapiens vav 2 


SS 


5.0 


412425 


AWg49156 




gb:QV4^0005-1 10500-205^8 F 




5.0 


437036 


AI571514 


Hs.133022 


ESTs 


SS,TM.GIycos„transfJ 


5.0 


448455 


AI252625 


Ks.269860 


ESTs, Moderately sirnOar to S6 


SS.TM 


5.0 


411413 


BE37343a 


Hs.211573 


heparan sulfate proteoglycan 2 


ig.tamlnin„B,lamInin_EGF. 


5.0 


432579 


AF043244 


Hs.278439 


nucleolar protein 3 (apoptosis 


CARD,SS.HSF_DNA.bInd.E2F_ 


5.0 


424874 


AA347951 




Homo sapiens cONA FU20812 fis 


SS 


5.0 


408023 


BE01B269 


Ks.279688 


ESTs 




5.0 


411758 


AW860667 




gb:QV^CT0383-21040D-204KJ03 C 


homeobox,homeobox 


5.0 


410660 


A10611ia 


Ks.65328 


Fanconi anemia, complsmentatio 




5.0 


427411 


AA402242 




ESTs 




5.0 


437018 


AA889078 




ESTs 


SSJM,ERG4,ER624 


5.0 


427029 


AA397598 




ESTs 


SS.ra3 


5.0 


452047 


N35953 


Hs.43510 


ESTs. Weakly simitar to BOX B 


SS 


5.0 


432093 


K28383 




gb:yt52c03.r1 Scares breast 3N 


Band 41,ERM 


5.0 


453099 


K62087 


H5.31659 


thyrdd hornume receptor^soc 


SS 


5.0 


441456 


A1458911 


Hs.1 27765 


ESTs 




5.0 


414356 


AW505085 


Hs.335147 


gb:Ut-HF-6N0-als-a-1 (HMJLrl 


SS.TM 


5.0 


434067 


H1891^ 


Hs.124023 


Homo sapiens cONA FU14218 fis 




5.0 


436393 


AW022213 




ESTs 


GaiactosyLT.2 


5.0 


409227 


AA806165 


K5.130323 


Homo sapiens, done IMAGE:3960 




5.0 


448880 


AW245890 


Hs.21753 


JM5 protein 


WD40.SS.TM,KOW.HIi^ 


5.0 


439343 


AFC86161 


Hs.114611 


tiypottietlca] protein FU11B08 




5.0 


428079 


AA421020 


Hs.208919 


ESTs 


SS.TM,trypsln 


5.0 


421951 


BE3?7432 


Hs.109304 


Hi histone family, member X 




5.0 


427204 


AA40S404 


H3.215725 


ESTs 


SS.SS 


5.0 


409690 


W45393 


Hs.55888 


activating transcription facto 




5.0 


435574 


AW293527 


HS.12&465 


ESTs 




5.0 


457761 


AW401809 


Hs.4779 


K)AA1150 protein 


SS.UM.SS 


5.0 


435294 


TB4084 


Hs.196008 


Homo sapiens cDKA FU1 1723 fis 


HMG_tx}X 


5.0 


445372 


N38417 


Hs.144928 


ESTs 


SS.PID.PDZ 


5.0 


440511 


AF132959 


Hs.7236 


eNOS Interacting protein 


SS,TM,MAGE,RibosomaI.S17, 


5.0 


424437 


BE244700 


H5.1 47049 


cut (DrosophiIa)-like 1 (CCAAT 


CUT,homeQbox.betalactama 


5.0 


401539 






NM-002675:Homo sapiens promye) 


zf-B bQx.zf^HC4.SS 


5.0 


417903 


NM_002342 


Ks.1116 


lympttttoxin beta receptor {TNF 


TNFR.c6.SS 


5.0 


442451 


AI4980B0 


Hs.129616 


ESTs 


SS 


5.0 


450536 


AI699529 




gb:tt17a02jc1 HCX CGAP GC6 Horn 


SS.G^a!plta,arf 


5.0 


425169 


AW292500 


Hs.128514 


ESTs 


SS 


5.0 


435262 


AA6770B8 




ESTs 




5.0 


444855 


BE40g261 


Hs.12084 


Tu translatbn elongation fact 


GTP..EFTU,GTP_EFTU_03.GTP. 


5.0 


433507 


AI817336 


Hs,191791 


ESTs 


pklnase 


5.0 


432396 


AW295956 


Hs.11900 


hypottietica) protein FU14g72 


SS 


5.0 


438395 


AA017S14 


Ks.6211 


niethyPCpG binding domain prot 


mbd,zk;xxc.ss.zi^cxxc 


5.0 


446603 


NM.014835 


KS.15S19 


oxysterolWcSng proteln-rela 


OxysteroLBP.SS 


5.0 


400762 






Target Exon 




5.0 


440133 


A1056255 


Hs.133349 


ESTs 




5.0 


445903 


AI347487 


Ks.132781 


dass 1 cytokine receptor 


SS,TM,Ef1BD 


5.0 


412940 


BE295701 


Hs.819 


homeo txix B7 


homeobax,SSMneoboxMne 


5.0 


419269 


AA235638 




gb3s41b04j1 Soares_NhHMPu.S1 


TM 


5.0 



TABLE 20B: 

Ptcey: Unique Eos probeset Identifier number 
CAT number: Gene cluster number 
Accession: Genbank accession numbers 
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Pkey 

408117 

408215 



408270 
408294 
408567 
409078 
409164 
409679 
409832 
4^0445 
410471 
410895 

411219 
411298 

411425 
411456 
411490 
411605 
411758 
412091 
412122 
412128 
412173 
412425 
412452 



412777 
412934 
413272 

413534 
413554 
414347 
414371 



414391 
414413 
414593 
414944 
415126 
415611 
415886 
415958 
416233 
416597 
417739 
418164 
418304 
419269 
419516 
420530 

421879 
423790 
424874 
426221 

426358 
426576 
427029 
427326 
427411 
428092 
428304 
428948 



429338 
430168 
431082 
431161 
431424 
431627 
432093 
432945 
433168 
433357 



CAT Number 

104000.1 

10478.1 



1049980.1 

1050553.1 

10563.1 

1098756^1 

110421.1 

114787 1 

115564ll 

120374.2 

1204721.1 

1226051.1 

1236055.1 
1237955_1 

1245515.1 
1246706.1 
1247426.1 
125123J 
1256751.1 
1276564.1 
127838J 
1278726.1 
1280870.1 
1293726.1 
129707.1 



132672.1 
1337389.1 
135718.1 

1375357.1 
137672^.1 
1437405.1 
14388.8 



1441921J 
1443696J 
1464909_1 
1509480.1 
1523506.1 
1540555J 
1560411.1 
1553222.1 
158010.1 
1603081.1 
1695198_1 
172744.1 
173658.2 
183444.1 
18S533J 
19446.1 

208649J 
232031.1 
244523.1 
26281.1 

265504J 
269378.1 
274544.1 
277229.1 
278474.1 
286920.1 
289603.1 
29737J 



303954.1 

313927.1 

327710.1 

328713_1 

333110.1 

33581.1 

341283.1 

356589.1 

360235.1 

36402.1 



AccGSSiOfl 

AL138255BE380C45AA047314 D823B1 T18585H84978T10798 

BE614290 AA307674 N35629AA338538AI193603 M781096AI580081 AI613258AW276647BE221263 AI348910AI985031 AIO90078 AI359617 
AA665391 AI150210AI446451 AI355345A1343638AI343640AI275091 M78746 AW252795 AW250002AA503756AI934519AW272086 N26520 
AAfi26639 

AW177805 AW177895 AW177816 AW177901 BE141597 BE1 41 584 AW1 77822 AWl 7781 8 AWl 77899 
BE141732 U75823 BE141331 AW178416 AWl 78430 BE141343 BE141298 BE141702 BE141285 
S72921 NM_000614 X55889 X60542 X60477 
AW327515 AW327774 AW327571 
AA706639 AAQ84707 AL036920 AI651S98 

BE250521 AA076837 BE249870 AA984291 AW502442 AW5015S1 AI221491 AA194239 D63046 AA193426 AA773243 AA193293 
AW963293 AI856310AA077791 AA382540 
AA199830 A1143895 AW961629 AA322482 
T88872AW743857 

AVV809679AW809678AW810113AVV810182AW809900AW809851AWB10110AW810228AW810342AW^ 

AW810372 AW809681 AW809792 AW809806AW81 0452 AW809675AW809964AW81 0033 AW8 101 11 AW809846 AW809847 AW809717 

AW832917 AW832913 AW832906 AW832788 AWB32915 AW832776 

AW835858 AW835836 AW835823 AW835834 AW835831 AW835832 AW835843 AW8358 1 6 AW835833 AW83581 5 AW835849 AW83S835 
AW835848 AW835851 AW835852 AW835862 AW835855 AW835825 AW835847 AW835B38 
BE141714 AW845993 AW845989 
AW847588 AW847716 AW847664 AW847592 
R39474AW848420 R76943 

AW006831 AA678298 R12579 W86152 AI123683 AA699780 AI672156 BE092587 AA094230 A1533815 AA526153 W86151 

AW860667AW860665 ' 

R06185 AW891805 AW901892 AW901895 

AW852707 N57282 AA725075 Ar703492 AW51 21 37 AI696372 AI879394 Ai553605 W26914 

AW894709N7814O 

T71071AW902279AW89760B 

AW949156 AW949003 AW949008 

AA215731 N48523 AA307559 AA130794BE296746BE378396AA190411 W904194AA311805A1356291 AA446714 A1818924 AI609152 
AW771476 BE298184 AA295023 AA1307Q8 AI07e381 AA1 14156 AI198283 AA215665 AI2010B5 AI694848 AI077572 AA1 02778 AW016425 
AI923123AA5n072A1671 
Ai335773AI288496AA120880 

BE011437 BE011402 BE011395 BE011428 8E011407 BE011421 8E011406 

AA127923AA127846AA534131 N53566AA533669AW5 11251 AI174441 AA127875AI685293AA127913 N72525AW770386N69010AW070312 
H80275H802e9AA972923 

BE146961 BE146780 BE146786 6E146967 8E146774 8E146963 BE146907 
BE260120BE148538 

BE275835 BE390063 BE38a764 BE409101 

AI9Q5855 BE294801 BE552308 BE297957 AW157051 A1815e83 AW162529 BE439610 AW157225 AW157210 AW162675 AW161998 AI816168 

AW162599AI816004AI815820AW162158AW162339M17733AW157639AI879416BE258811 AW157436AW162433AW161533 

AW157410AW157269AW162 

BE409872BE281460 

BE294877BE294759 

BE386764BE387560 

C15044 D80943C15698 

060945 061348 081566 080539 

T26376F12852T7505B 

242737 T0898BH07956 

H10942 242911 R60453 

AA176633AW961842AA309418 

H66891 Rg8149H68467 

Z43995 R12357 R34740 

AA36737SAA486701 BE152479BE152800AW816961 AA214097 
AA215702 AA368006AA215703 BE066555 BE006876 
AA235838BE180775 

H62S50 N43802 AA243820 AL040762 N24315 U66692 

A1218431 AA432232 AW183040 X86012 AA868831 Al 191 788 AA9 12999 AI204297 AI205744 AI218259 AA428595 AA993742 AA703660 AI0ie669 
AA879431 

AW959507 AA299654 AA579966 
BE152393 AA330984 BE073904 
AA347951 AI888463AA883123 

AB007881 U32581 AW131202 AW995994 W31964 1^4261 A1033045 H98694 AW364B48 AI222031 AA907216 A1215730 AA7769B1 AW473826 
W31373 

AA376438 AA376324 AW963848 AW834782 
AA3B1720 AA382040 AW963564 
AA397596AI198827AA435832 
A)287878AI804160AA400787 
AA402242 AA813659 AI150316 AM120S4 
AW879141 AA421 182 At734104 Ar733923 AM30600 
AI743177 AA425743 AI804283 AI743189 

BE514362 AI879343BE272870 BE616390 AW163444 AW161588 AW3787S4 AW238803 BE267205BE047746 BE207213 BE312782 BE265301 
BE266413 BE278348 BE280885 BE278533 BE281417 BE407786 BE378176 BE392818 AW377597 BE395951 BE393978 AW327483 BE394175 
BE385795BE275663BE3 

AA452239AI262173AI925886 AI489041 H96628 AI768463AI671422 AI915624 AA766891 AA521087 AA814103AW993151 AW005927 
AW968343 AA468507 A147B223 AW513008 AI7621 22 At55451 2 AA862642 AA468976 
AA491600 AA491 645 AI920g86 
AA493591 AAB2gi20AA533792 
At222969 AA806560 AA504839 AAS05261 

AW609720 AW609735 AA082767 N88831 R23418 N55837 BE549484 AW816584 AW816947 AW815897 

K283B3 AW972670 H283S9 AA525808 

AL043683 AA570696 AA907496 AL043682 AW362288 

AI085436 AA579438 AA579002 

T05639AF024702 
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434315 
434743 



434796 
435186 
435262 
435339 
436094 
436389 

436393 
437018 
437050 
437215 
437662 
437834 

438118 
438723 
'439034 
439150 
439469 
440317 
440546 
441358 
441523 
441794 
442146 
442318 
442472 
442780 
442693 
443952 
444406 
445099 
445625 



3834Q2_1 
3925_1 



393400 1 
402143 1 
403605.1 
404485.1 
414444 1 
41894J 

41903J 

431333.1 

432210.1 

43473.1 

440374 1 

443674J 

450293.1 

46392.1 

4680Z.1 

46919 1 

47274 1 

49187.1 

496976.2 

515468.1 

519049.1 

526289.1 

533972.1 

538584.1 

543371.1 

551405J 

553987J 

586524.1 

605004.1 

629785.1 

64558.1 



445631 


6457.1 


445837 


652068.1 


446780 


692897,1 


446790 


693032_1 


447045 


70510.1 


447128 


70934.1 


447904 


741913.1 


448330 


758690.1 


448993 


79225.1 


•449324 


804806.1 


449495 


808345.1 


450251 


829987.1 


450536 


837848.1 


450807 


847591_1 


451045 


85673 1 


451752 


8835.1 


452113 


699664 1 


453413 


956269.1 


453829 


982731.1 


453S04 


985581.1 


454438 


120132,1 


454453 


1206827.1 


454577 


1225673.1 


454682 


1228976.1 


454718 


1230532.1 


454756 


1233646.1 


454923 


1245024 1 


455035 


1249762.1 


455274 


1272212.1 


45S2B6 


1273576.1 


455557 


1325974 1 


455604 


1337197 1 


455679 


1349914 1 


455778 


1354506.1 


455885 


1380385.1 



AW196508 AA884617 AA758108AI1^1 AA62g2gi AW196549 AI208031 

A1363410 AI35601 9 H00141 T78748 AL049365 AU07991 1 Ar750972 Z42602 AW452523 AI223826 AA21 5407 AI633829 AA2921 22 rM2783 

AW505595 AF086098 N90340 N63271 AA131B36 AW607273 AA527132 T32315 AA421961 T34951 AW965080 M78807 N31947 AA521 151 

AA278866 AA044764 AA7Q0 

AA812046 AW974514 AA76499g AA649302 

AL1 19470 AA669492 AI628351 AI263835 AL1 19498 

AA677088 AI022246 AA577107 

AI358300 A)762981 AA678073 AAg88621 

AI798701 AW008826AA704731 

AI81 1706 AW297940 AJ227887 AA875850 AA228803 AI61 0234 AI921 618 AI768606 N37039 AA081 1 04 BE172693 D56503 Z28585 T95651 

AA292389 AA293502 N28751 

AW022213 AI274032 AJ227898 All 6041 2 A1084451 

AA889078 AA907263 AA742199 

AA766420 AA743319 AW976442 

AL1 17488 AL044479 

AA765387AAB32241AI222134AI216405AI685043 

AA769294 AW749299 AW749302 AW749295 AW749304 AW749293 AW749298 AW749294 AW749288 AW749291 AW749297 AW749292 

AW749296 AW749289 AW749267 &E535498 

AW753311 AW653081 AA778411 

M34429 M34431 M34432 M25802 AWg38720 

AF075083 H52291 H5252B 

AF086006 H64722 H65212 H66282 

W69836AF086287W69657 

BE5618d6 BE560615 BE562102 

AI491994 AW139809 AA88^58 AI700895 

AW173212 AA983948 AI080705 AA931334 

AW514263 AI567g08 AI2%828A)299043 N51706 AAg36483 

AW197794 AW195867 AW197787 AA968466 

R52599 T65201 Fl 1984 F13186 AA977679 T77028 H12167 

AI792199AI733491 AA991378 

AW806859 AW806852 AF049582 

AI017521 AI017613AW511133 

H78133H90849AI023482 

AI149106 AI500316 At334156 A1093029 AI765679 A1769652 All 67308 All 28885 

AI147237AI800517 

8E163341 AI207756 BE171477 

BE245743 AA436942 AW024744 AW2421 77 AA975476 AW3851 85 R07536 R73462 AV654529 T57442 AI399986 R50073 R48743 AI769689 
AI863005 AA317806 A1678M0 AW189963 AI986207 AW471273 R73463 AI335104 AI590161 AI469257 AI954604 H21954 T25141 AA856793 
R50074AI708253AI2 

AK001822 AW860325 AA335296 AW965531 AW130957 AW1 93951 AI347975 AW081 323 AW662527 AI343924 AI380749 AA938153 T66966 
AI655000 AW41 8837 AI380485 AA41 0698 AI520726 BE501 355 AI637925 AW779200 AI524755 AW593995 AI336927 AI336928 AI357036 R60592 
H19058R11124T1 

AI261 700 AI7931 96 AI469160 AI793007 
R31 1 07 A1341 136 A1653198 H04953 
AW452105AI341280AI917445 

AW392394 AW579531 AW382131 AA010316 BE146145 AW579562 AW579577 BE146152 BE146040 BE14S972 BE146099AW003280 AA868470 
BE146306 T85009 Ai087294 BE146299 BE146319 BE146307 W44gi2 A1703134 AW026017 BE382873 AA903733 At655933 BE551223 AA847664 
AW173582AW57240 

AI271898 BE048502 AI452509 AI244810 X84721 AI858001 AI553937 AA149853 H00719 At765259 AW973696 F2S787 F35749 A!56881S 
AW015380 AA554539 C00201 AA951610 AW059537 R77127 
AW206303 AW207644 AI765705 
AL036449 AW016705 AI492462 

AI471630 BE540637 BE265481 AW407710 BE5138B2 BE546739 AA053597 BE140503 BE218514 AW956702 AI656234 AI636283 AI56726S 

AW340858 BE207794 AA053085 R59173 AA292343 AA454908 AA293504 AI659741 At927478 AA399460 AI760441 AA3464ie BE047245 

AA730380AA394063AA454 

AI638706BE550292R11026 

A1652B33AI695904AW888916 

6E080483 6E080416AI689298 

A169952g BE161564BE077251 

Ar739262 R28418 

AA215872 AI696628 AA013335 H86334 AA017006 

AB032997 N74056 BE4671 19 AW237035 AI141678 AA934774 AW978722 AI761408 H09497 AI934521 AA71 6567 H62600 AI479668 Z40632 

AA&32081 Z44858 K09496 BE395335 AW295g01 BE465g77 At621269 BE465983 M79058 H62S33 AA325444 

AI859393 BE177742 

AJ003294 AJ00331& AJQ03293 

AL138200T71830T71828 

AW003821 AW027475 AW025661 

AA224053 AA114150AA214275AA224027T58431 AA21 1 908 AA669657AA1 99744 AA6305 11 AA164864 T58463AA214394 AA161378 
AA1613B6 AA205211 AAl 67824 AA084940 AA223625 AA191190 AA3(^86 AW961804 
AW752781 BE143749 AW752727 AW752559 AW752578 AW752584 R45742 

AW809272AW809169 AW809179 AW809192AW809166AW809172AW809191 AWB09165AW809197AW809181 AW809237 AW809226 
AWB09250 AW809199 AW8092Sg AW809239 AW809273 AW809270 AW809147 AW809188 AW809245 
AW816029AW813292AW816156AW813333AW816159AW813302AW813344AW813172 
AW815144 AW815150 AW661007 

AW819273 AW819283 AW819287 AW819281 AW819274 AW819282 AW819277 AW819286 
AW897236AW8454Q6 

AW851734 AW851676 AW851693 AW851713 AW851722 AW851616 AW851731 AW&51618 AW851648 AW852215 
BE151622 BE151636 AW885646 
BE144384 AWS87474 AW887403 BE144366 
AW995839 AW995907 

BE011183BE011170BE011333BE011168BE011181 BE01 1324 BEOl 1161 6E011169 
BE066S29 BE066274 6E066390 BE(£6356 BE0664ig BE066345 68)66298 6E066292 6E0663S9 
BE08S746 BE0888a2 BE06S755 SE088876 6E088947 BE088881 BE08&952 
BE153524 BE153576 6E153583 
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456487 


1927CL1 


AF064804 AA320309 K89343 AA56458a AF069734 AA349248AW964366 T38541 AW511100T98542 AWQ70452 AAD13172 At767005T32140 






W05727 T309S9 T30970 N74883 AA90321 1 A1332798 AJ434622 AA829283 


457892 


432926_1 


AA744389AA744270AA7442B4AA744299AA745380AA744337AA846905AAB4769B .- - 


457978 


448900J 


AA776636 BE439540 


458198 


504834_1 


A12B6100 AA952934 AA918305 


458Sa 


670856_1 


AW270149AW664628A1285912 



TABLE 20C: 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence sourca The 7 digit numbers In this column are Genbank Idenfifier (Gl) numbers. 'Dunham L et at.' refers to the publtcaSon entitled The DMA sequence of 

human chromosome 22* [Xtnhann, et aL (1999) Nahire 402:489-495 
Stram^ Indicates DMA strand from which exons were predicted 
NLposiGon: Indicates nucleotide positions of predicted exons 



Pkey 


Ref 


Strand 


Ntj)osi5on 


400460 


8389428 


Plus 


35559-36295 


400500 


9796136 


Minus 


120238-12049S 


400528 


6981824 


Plus 


472381-472528.474170-474277.47532&475542,475878476000 


400668 


8118719 


Pius 


121756-122043 


400748 


8119063 


Rus 


84237-84398 


400762 


8131616 


Plus 


7235-7605 


400772 


8131629 


Minus 


34896-35021,4107841197 


400833 


8705148 


Minus 


187599-188138 


400863 


9798616 


Plus 


21575-22330- 


400906 


9966290 


Plus 


112863-1129^9,120162-120286 


400923 


7637836 


Minus 


94518-94659 ' 


401121 


8570296 


Rus 


57211-57525 


401180 


9438648 


Minus 


150981-152128 


401203 


9743387 


f/Bnus 


172961-173056,173868.173928 


401210 


7712287 


Pius 


166969-167133.169760-169877.171563.171733 


401215 


9858408 


Rus 


103739-103919 


401264 


9797154 


Rus 


130810.130927,133367-133504 


401278 


9799936 


Rus 


98428-98573 


401349 


9930791 


Rus 


72440-73030 


401402 


7710964 


Plus 


75730-76077 


401488 


7341775 


Rus 


54523-54686,55364-55451,55737.55846,58047-58175,58261-58356 


401507 


7534110 


Rus 


71055-71259 


401539 


8072433 


Minus 


62026-62608 


401553 


6099284 


Minus 


83990-84161 


401594 


7230963 


Plus 


7997.8170 


401674 


7689903 


Plus 


138786-136927.139157-139298,139440-139599,139960-140159 


401677 


9965537 


Minus 


6285&«3086,63603e3884 


401722 


7656694 


Plus 


143861-144054 


401724 


7656694 


Rus 


150063-150241 


401822 


6730824 


Rus 


88400-89959 


401885 


8140731 


Rus 


148234-148321,150365-150559 


40193S 


3808091 


Rus 


46329-46473 


401938 


6102666 


Rus 


151891-152032 


401984 


4454511 


Rus 


103825-104024 


402189 


8576043 


Minus 


128318-129601 


402197 


8576113 


Plus 


199466-199585 


402285 


2689079 


Minus 


92386-92634 


402365 


9454515 


Minus 


70928-71185 


402445 


9796614 


Rus 


90925-91084,91172-91331 


402501 


9797862 


Plus 


8601-8876 


402545 


9338114 


Minus 


48547-48678,50604^37,51384-51467 


402651 


7960391 


Rus 


174215-174380 


402916 


7406502 


Minus 


361-474,641-687 


403003 


5441423 


tkfinus 


79403-79560,79712-80021 


403128 


7331426 


Rus 


122884-123018,123134-123283,123372-123695,123779-123940.124059-124256 


403672 


7283286 


Minus 


96600-96881,96951-97260,97393-97594 


403748 


7658423 


Minus 


129503-130344 


403885 


7710403 


Minus 


53259-53524 


403938 


7711795 


Plus 


4863648822 


404001 


8655948 


Minus 


137995-138317 


404066 


3367505 


Minus 


71040-71288 


404149 


7534008 


Rus 


121831-121951,124044-124150 


404199 


6010176 


Minus 


1669-2740 


404311 


8570412 


Minus 


149189-149303 


404333 


9802821 


Minus 


137948-138024.138111-138300 


404365 


9964977 


Plus 


50151-50319.50859-51098 


404430 


7407979 


Rus 


42921-43109 


404438 


6984205 


Plus 


6341^^3553 


404571 


7249169 


Mnus 


112450-112648 


404596 


9958262 


Minus 


104807-105043 


404676 


9797204 


Minus 


56167'56342.5808&-S8189.588S1-59048.60452-60626 


404710 


9801097 


Minus 


4519045339.47509-4762Z48137-48264.488Q5-48946.50073-50345.51467-51588 


404752 


7109522 


Minus 


120168-120326 


404807 


4165210 


Minus 


124245-124422 


404956 


7387343 


Plus 


55883.56203 


405085 


8072509 


Minus 


4404544230 


405113 


8096927 


Plus 


170073-170894 


405143 


9438278 


Plus 


5894.5983.7355-7427 


405159 


9966252 


Rus 


79659-79804 
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6692345 


Minus 


j1340>j2w9 




7249301 


Mbvis 


CCH'til CPTTB ^^AAArt ^fi^t^J 

6&57o-65778,6808&^234 






Plus 


lDt902HU2i71 


X fierce 


2182280 


Plus 


22478-2^2 


4w371 


2U7o4ra 


Mitus 


47657-47768^48461-48598 


405375 


1562539 


Phis 


1 1646-12050,1 2207-1 2485 


405376 


1552533 


Rus 


28875-29099 


405473 


8439781 


Ptus 


1 53074-1 53343 J 54501-1 54598, 1 56879-1 56599, 1 58863-1 59051 , 1 5991 0-1 50053,1 6 1 1 09-1 61 229 J 6303> 
165259.165868-1 66003, 1 67375-157552,1 69252-169364, 1 71 1 27-171 281 


405474 


8439781 


Plus 


172005-172175 


405557 


1621108 


Phis 


39883-40047 


405637 


6289229 


Plus 


189852-189978 


405770 


2735037 


Phis 


61057-62075 




/f 1/100 


Minus 




405331 


6758795 


Minus 


148233-148705 


405339 


6758795 


Phjs 


170500-170554 


405109 


9127147 


Minus 


58328-58485 


406230 


4760409 


Phis 


71716-72515 


406284 


7549620 


Phis 


74002-74199 


406299 


5686278 


Minus 


35555-36119 


406301 


8575868 


Phis 


57291-57494 


406373 


9256130 


Phis 


188922-189152 


406495 


7711328 


Minus 


174651-174978 


406575 


7711679 


Plus 


142034-142473 



Table 21 A lists about 933 genes up-regulated in ovarian cancer compared lo normal adult tissues tiiat are likely to encode extracellular or celkurface proteins. Ttiese were 
selected as for Table 2QA, except that the ratio of 'average* ovarian cancer to 'average' norma) adult Bssues was greater than or equal to 3.0, the 'average' ovarian cancer level 
was set to the 96th percentile value amongst various ovarian cancer specimens, the 'average* normal adult Gssue tevel was set to the 75th percentile value antongst variou non- 
malignant tissues, the 'average' ovarian cancer value was greater than or equal to 400 units (this selects for the most abundant of the up-regulated genes), and the predicted 
protein contained a structural domain that Is bdicathre of extracellular localization (e.g,, Ig, fn3, efg, 7tm domains, signal sequences, transmembrane domains). The predicted 
protein domains are noted. 

TABi£21A: 

PIcey: Unique Eos pf obeset identifier number 

ExAccn: Exemplar Accession number, Genbanit accession number 

UG ID: Unlgene number 

Title: UniGene gene title 

Pred. Protein Oom.: Predicted protein domain 

R1; Ratio of hjmor to normal body tissue 



Pkey 


ExAccn 


UGID 


Title 


Pred. Protein Dora 


R1 


407223 


K96850 




gb7w03b12.sl Soares melanocyt 


SS,TM,SS,TM.ODOST_48kD 


58.9 


421296 


NM_002666 


Hs.103253 


pertnptn 


periripin,SS 


47.6 


430281 


AI878842 


Hs.237924 


CQ-69 protein 


mIto_carr,SS,TM 


46.7 


410418 


D31382 


Hs.63325 


transmembrane protease, serine 


SS.TM,ldLrecepLa.trypsi 


41.0 


431773 


BE409442 


HS.2685S7 


pleckstrm homology-Iilce domai 


PH,SS,LlM,Troponln 


37.1 


428758 


AA433988 


H5,98502 


CA125 antigen; mucin 16 


SS 


35.6 


438424 


AI912498 


Hs,25895 


hypothetical protein FLJ14996 


SS.TM 


35.3 


450461 


BE408081 


Hs.46736 


hypothetic^ protein FU23476 


SS 


34.4 


437897 


AA770561 


Hs.146170 


hypothetical protein FU22969 


SS,TM,zf-DHHC 


33.9 


452554 


AW452434 


Hs.56006 


ESTs, Wealdy similar to ALU5_H 


SS.PAS,HLH 


3Z5 


422310 


AA316622 


Hs.98370 


cytochrome P450, subfamily IIS 


SS,TM,pkhiase,fn3,ig 


30.5 


452849 


AF044924 


HS.3D792 


hooI(2 protein 


bZiP,SS,AhpC-TSA 


29.6 


407722 


BE252241 


Hs.38041 


pyridoxal (pyifdoxine, vitamin 


pfkB,SS 


28.2 


416819 


U77735 


Hs.80205 


pim-2 oncogene 


pWnase,SS,TM,OTU,K-tetra 


27.9 


430397 


AI924533 


Hs.105607 


bicarbonate transporter relate 


HC03_colr8nsp,SS,TM 


27.7 


427725 


U66839 


Hs.180533 


mitogen-adhrated protein kina 


pkinase 


27.5 


454017 


AW023617 


Hs.347130 


hypothetical protein FU22709 


SS,TM,myosin_head,RA,DAG_ 


27.2 


445434 


BE391690 


Hs.9265 


hypothetical protein FU20917 


SS.PWWP.Exonuclease.lipoc 


26.8 


452399 


BE513301 


Hs.29344 


hypothetical protein, done 24 


SS.penlipin 


26.5 


419451 


AI907117 


Hs.90535 


syntaxin binding protein 2 


Sec1.SS,TM 


25.1 


424420 


BE614743 


Hs.146688 


prostaglandin E synthase 


MAPEG.SS,TM,MAPEG 


25.1 


407893 


BE408359 


Hs.43621 


Homo sapiens. Shnilar to hypol 


SS,SS,arf,ras,fn3.ras 


25.0 


412674 


X04106 


Hs.74451 


calpain 4. small subunit (30l<) 


efhand.SS,CAP„GLY 


24.4 


430023 


AA158243 


Hs.227729 


FKSOtblnding protein 2 (13kD) 


SS.FKBP,SS.PDGF,C2.PI-PLC 


24.3 


444672 


Z95636 


Hs.11669 


laminln, alpha 5 


laminin_EGFJamlnin.G,EGF 


24.0 


413726 


AJ278455 


H3.75510 


annexinAll 


annexln,SS,ann8xin 


23.1 


438951 


U51336 


Hs.6453 


Inositol 1,3.4-triphosphate 51 


SS,oxldored_nitro,SS 


23.0 


429099 


BE439952 


Hs.196177 


phosphorylase kinase, gamma 2 


pkinase.SS,SNF^N,helicas 


23.0 


422645 


L40027 


Hs.1 18890 


glycogen synthase kinase 3 alp 


pkin3se,SS,Ets 


22.4 


427899 


AAB29286 


Hs.332053 


serum amyloid A1 


SS,SAAj»roleins,SS.SAAj)r 


22.2 


407117 


AA146625 




gb3o71c07.s1 Stralagene pancr 


SS 


21.3 


402916 






ENSP000O020258r:Bicarbonate t 


HC03_cotransp,SS 


20.8 


425760 


D17629 


Hs.159479 


galactosamine [N-acetyl)-6-sul 


Sulfatase,SS,TM 


20.7 


422098 


H03117 


Hs.1 11437 


similar to mouse neuronal prat 


TM 


20.6 


442232 


AI357813 


Hs.337460 


ESTs, Weakly similar to A47582 


SS.TM,TGFbj)Topeptkfe,TGF 


20.1 


453157 


AF077036 


Hs.31983 


DKFZP5B6G1722 protein 


SStTropomyosIn 


20.0 


422179 


AF091619 


Hs.112667 


dynein. axonem^. intermediate 


WD40,SS 


20.0 


419444 


NM_002496 


Hs.90443 


Target CAT 


fer4,SS,TM.\LATPase.sub.a 


19,5 


416893 


AA455588 


Hs.62406 


hypothetical protein FU22573 


SS.rrm,SS 


19.2 


434030 


AW162336 


Hs.3709 


low mdecutar mass ublqulnone- 


SS 


19,1 


411813 


NM_fl14931 


Hs.72172 


KIAA1115 protein 


SS.TM,Yj)hosphal3se 


18,9 


422305 


AI928242 


H3.233438 


ESTs, Highly OTiOar to AFig84 


SS 


18.8 
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419167 


A1589535 


Hs.94875 


ESTs. Weakly slnnlar to A35363 


SS 


lae 


406663 


U24683 




Imrnunogtobiinn hfisvy constBnt 


SS 


18.5 


429712 


AW245625 


Hs.211914 


ENSP00000233627*:NAOH-ub)quIno 


axtdored.q6,SS,1Hrnn 


13.5 • 


425B4B 


8E242709 


H5.155637 


valyl-tRNA synthetase 2 


GST COST NJropomyosin,S 


18.4 


447151 


AI022813 


Hs.92679 


Homo salens done COABP001 4 m 


SS.fM.LRR.aminolranJ_2 


ia4 


413343 


BE392Q2S 


Hs.334346 


hypothefica) protein MGC13045 


SS.OnaJ 


ia2 


450029 


AW073380 


Hs.267963 


hypotheGcat protein aJ10535 


SS,Pyi1dox„oxldase,zfC2H 


17.7 


427721 


AI582843 


Hs.180455 


RA023 (S. cerevtsiae) homdtog 


ubtqu!tin.UBAJntegr)n_B. 


17.6 


443780 


NM-012068 


Hs.9754 


activating transcripljon facto 


bZIP,NTP_transf_2,SS.TBC 


17.2 


421612 


AF161254 


Hs.106196 


8D6 antigen 


ldljecepLa.SS,TM 


17.1 


444607 


AW405635 


Hs.293587 


ESTs 


SS.PI-PLjC-XPH.PI^'LC-Y.C 


16.7 


406621 


X57809 


Hs.181125 


ImmunogbtNiIin lambda locus 


SS 


16.6 


443496 


AJ006973 


Hs.9482 


target of mybl (chicken) homol 


VHS.GAT,TM.Heme_oxygenase 


16.6 


440104 


AA13283B 


Hs.239d94 


hypothetical protein MGC2803 


SS,OS 


16.3 


427640 


AP058293 


Hs.180015 


[^dopachrome tautomerase 


MlFJatej)rot8lrLUSS.GS 


16.2 


445625 


BE246743 




hypothelical protein FLJ22635 


SS,TM 


16.1 


427461 


AA531527 


Hs.332040 


hypotheticat protein MGC13010 


SS.TMACAT,LRR 


15.9 


423366 


ZB0345 


Hs.127610 


acyl-Coenzyme A dehydrogenase, 


Acyt-Co\.dh,AcyKkJA^dh_M 


15.7 


409017 


T66957 


Hs772299 


hypothetical protein RP4-622L5 


SS.TM 


15.6 


428167 


AA770021 


Hs.16332 


ESTs 


SS,ig,fn3 


15.5 


42W29 


BE258876 


Hs.94446 


potyan^e-modulated factor 1 


aldo_fcet_fed.SS,TM.gla 


15.5 


400460 






C11002253':giI129091|spIP23267 


SS.TM.SCAN.z«:2HtKRAB 


15.4 


407767 


W15398 


Hs.36628 


hypothetical protein 


SS,zf-CCCH 


15.4 


406918 


M88357 




'gb:Homo sapiens DNA-binding pr 


zf-C2H2,SS 


15.4 


435158 


AW663317 


H3.65588 


.pAZassocialed protein 1 


rrm, SS,rrm 


15.3 


407619 


AL050341 


Hs.37165 


collagen, type IX, alpha 2 


SS.Coltagen.SS,Cotlagen 


15.3 


421273 


AJ245416 


Hs.103106 


U6 snFlNA-assodated Snviiks pr 


Sm,SS.tRNA«ynL1.GST.C.G 


15.1 


402355 






Target Exon 


SS.SS,TM.ig 


14.9 


450503 


R3S917 


KS301338 


hypothetical protein aJ12567 


SS 


14.8 


427502 


AI811865 


Hs.7133 


Homo sapiens, clone 1MAG£:3161 


SS,TM,ABC_tr8n,Glyco_tran 


14,6 


432872 


A)908984 


Hs.279623 , 


selenoprotein X, 1 


DUF25,SS,f^bo&om3l L3,PDZ 


14.5 


439233 


AA831893 


Hs.292767 ' 


hn>othetical protein FU23109 


2f^HC4,TM,Sulfate trans 


14.5 


416897 


M78146 


Hs.324700 


hypotheGcal protein MGC2663 


SS 


14.3 


447304 


Z98883 


Hs. 18079 


phosphatidyftnositol gtycan, c 


SS, Peptidase C2 


14.2 


431543 


AW969619 


Hs.259768 


adenylate cyclase 1 (brain) 


TM 


14.0 


447544 


AA401573 


Hs.2e82B4 


hypothetical protein FLJ22378 


SS.TM 


14.0 


417595 


AA424317 


Hs.6259 


K1AA1698 protein 


SS,TM,GIyco_hydro_31 (Gfyc 


13.8 


436127 


W94824 


Hs.11565 


RIKEN cONA 2010100012 gene 


CoronJL7.SS7TM 


13.8 


412623 


R2B898 


Hs.74170 


metalbthioneln 1 E (hinctional 


SSJM.metailhio.OEAD,meta 


13.7 


448133 


AA723157 


Hs.73769 


folate receptor 1 (adutf) 


Folatejec,SS 


13.5 


453367 


AW732B47 


Hs.70573 


PKai-related HIT protein 


SS.TM 


13.5 


431462 


AW5B3672 


HS.2S6311 


granin-Iike neuroendocrine pep 


SS 


13.2 


408724 


AI685842 


Ks.294143 


ESTs, WeaMy similar to T22gi4 


SS,pkinase,tubuIin 


13.2 


423464 


NM-016240 


Ks.128856 


CSR1 protein 


CoBagen,SS 


13.1 


428539 


AW410063 


Hs.184877 


solute carrier family 25 (mito 


mito_carr,SS,TM,profirin, 


13.0 


436014 


AF281134 


Hs,283741 


exosome component Rrip46 


RNase_PH,RNase_PH_C,SS,TG 


12.9 


438857 


AI627912 


Hs.130783 


Forssman synthetase 


SS,RA.RasGEF.RasGEFN 


12.B 


444410 


BE387360 


Hs,33719 


ESTs. Moderately similar to S6 


SS 


12.8 


427527 


AI809057 


Hs.1 53261 


immunoglobulin heavy constant 


SS.TM.io 


12.6 


430168 


AWg68343 




DKFZP434I1735 protein 


S5,TM,efhand,efhand 


12.5 


437543 


H16443 


H37117 


glutamate receptor, lonotropic 


SS,TM.ng_chanANF_recept 


12.4 


413711 


AW291765 


Hs75486 


heat shocit transcription facto 


NA,SS,E2FJDP 


12.3 


422625 


AW504698 


HS.1S5976 


cuIlln4B 


SS,SS,CuIiin,CulDn 


12.2 


443136 


NM_001440 


H3.901B 


exostoses (multiple}4i)ce 3 


Exostosin.SS,TM 


12.1 


407143 


C14076 


Hs.332329 


EST 


SSJM 


12.1 


424707 


BE061914 


Hs.10844 


Homo sapiens cDNA FU14476tis 


SS,SS.TM,Sema 


12.1 


425251 


Z22521 


Hs.155342 


protein kinase C delta 


pkInase,OAG_PE-blnd,pkina 


12.0 


427336 


NM_005658 


Hs.2134 


TNF receptor-associated factor 


MATH.SS,MATH.A2M_NA2M,KT 


12.0 


421572 


AA531607 




hypothetical protein FU22678 


SS,TM,TGF-beta>VSC 


12.0 


447946 


A1566164 


Hs.165827 


ESTs 


SS.PTN.Mi<.7trTL.1.DAGKc,DAG 


11.9 


425954 


AK00O633 


Hs.164476 


hypothetical protdn FU20626 


SCAN,zl-G2H2,KRAB.SS.KRAB 


11.7 


427273 


AW139032 


Hs.107376 


hypothelicai protein DKFZp434N 


SS.SS,TM 


11.7 


427397 


AI929685 


Hs.177656 


calmoduSn 1 (phosphorylase ki 


efhand.RrnaAD,SS,efhand 


11.7 


424415 


NM-001975 


Hs.1 46580 


enotase 2, (ganvna^ neuronal) 


enola6e,SS.Atrophin-1^tr 


11.7 


417852 


AJ250562 


Hs.82749 


transmembrane 4 superfamHy me 


transmernbrsne4.SS,TM 


11.6 


447451 


AI379925 


Hs^07525 


ESTs 


SS,pklnase,PH,pkin3se_C 


11.5 


410397 


AF217517 


Hs.63042 


DKFZp564J157 protein 


SS,homeobox.UPF016d[DUF23 


11.4 


4303S4 


AA954810 


Hs.239784 


hunan hwiiolog of DrosophUa Sc 


SS,TM,ig 


11.3 


419390 


AI701162 


Hs.90207 


hypothefical protein M6C1 1 138 


SS,TM,PMP2?„aaudin.PMP22 


11.3 


422682 


W05238 


Hs.94316 


ESTs, Weakty simaar to T31613 


SS.TM,DEAO,hertcase CLarn 


11.3 


422178 


AL122083 


Hs.1 12645 


Homo sapiens mRNA; cOTtA 0KFZp4 


SS.TM 


11.2 


450122 


BE313765 


Hs.343443 


ESTs, Weakly similar to 138022 


SS,TM,Y_phosphatase,LONA 


11.1 


453968 


AA847843 


Hs.62711 


High mobinty group (nonhiston 


SS.HMG_box 


11.1 


444744 


BE394732 


Hs.147562 


ESTs 


SS 


10.9 


423220 


6E394920 


Hs.125262 


aladin 


WD40,TM>\ctivin_recp,pkin 


10.9 


417116 


243916 


Hs.7634 


hypothetical protein FU 12287 


SS,TM.filament,IF_tafl 


m9 


406779 


AA412048 


Hs.279574 


CGt-39 protein; ceQ dealh^eg 


SS.SS 


10.8 


450593 


AF1»085 


Hs.25197 


ST1P1 homokjgy and U-Boxconta 


TPaSS,TM,Rhomboid.lact3m 


10.7 


406837 


R70ffl2 


Hs.156110 


immunoglobulin kappa constant 


SS 


10.7 


452434 


030934 


Hs.29549 


lecQn-lika receptor-1 


tectirLC.SS,TM 


10.7 


440150 


AW97573B 


Hs.7001 


Homo sapiens, done IMAGE:3940 


SS.TM,SS,TM,PepU*d3se_M22 


10.6 


418541 


6E243136 


Hs.86947 


a dt^tegitn and metanoprota 


disintegrfn.Raprotysin,Pe 


• 10.6 


414313 


NM_004371 


Hs.75687 


codomer protein con^Iex, subu 


WD40,SS,WD40.Ribosomal_S2 


10.6 


420307 


AW502869 


H3.662ig 


ESTs 


SS.TM 


10.6 
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414918 


AI219207 


Hs.72222 


hypothsQcal protein FU13459 


SS.TM.efhand 


10.6 


446562 


BE272668 


Hs.15356 


hypoMcSt prolfiln FU20234 


lu)mi(Bie(SS,pQiB 


10.5 


419846 


NM_015977 


Hs.2856ai 


VVaiions-Beumn syndnHne chrom 


SSmSS,TM,WD40 


10.4 


453023 


AWD28733 


H&31439 


serins protease inhaxtor, Kun 


Kunitz^BPTi,SS.THA.iorLtra 


10.4 


438800 


AB037108 


Hs.6418 


seven transmembrane domain orp 


SS.TM 


10.3 


431275 


T56571 


Hs.10041 


ESTs 


SS.KLH 


10.3 


407241 


M34516 




gb:Hunian omega Dgfit chdn pro 


SS.ig.PH.tg.PH 


10.3 


441238 


AI3725S5 


Hs322456 


hypolhelical protein DKFZp761D 


homiEobox.SS,TM.Rho.G01.th 


10.3 


436325 


AL390088 


Hs.7393 


hypolheSca) pratefn from EURO 


SS.SynapstruC^SS 


10.3 


435505 


AF15181S 


Hs.4g73 


hypothsGcal protein 


SS,TM.SS.TM.ABC tran.ABC 


10.3 


444202 


AL031685 


Hs.12785 


KlAA093g protein 


SS,TM,NOi_Exdianger.ABC^ 


10.3 


425597 


U28694 


Hs.158324 


chemoMne (OC motif) receptor 


Ttnul 


10,3 


415200 


AUM0328 


Hs.78202 


SWI/SNF lelatsd. matrix asscd 


SNF^N.hencase_C,bromodo 


10.2 


446528 


AU076640 


Hs.15243 


nucleolar protein 1 (120kO) 


Nol1_Nop2_Sun.SS.SNF2_N.h 


10,2 


414874 


D26351 


Hs.77515 


inositol l,4,5-triphosph8t0 re 


TM,RYDR.ITPR,bn_trans,Mi 


10.2 


423524 


AF055989 


Hs.129738 


potassium vdtage-gated channe 


k)n.tr8ns,K_tetra,thaumat 


10.2 


434552 


AA639616 


Hs.325116 


Homo sapiens, done MGC:2962, 


SS 


10.2 


406836 


AW514501 


Hs.156110 


ImnxmogiotjuUn kappa constant 


SS 


10.1 


420233 


AA256714 


Hs.ig4864 


hypothetlcai fnitein FU22578 


SS 


10.1 


427458 


BE2083&4 


Hs.29283 


ESTs. Weakly similar to LKHUp 


SS,F5_F8_type.C,EGF,TGT 


10.1 


427672 


AA356615 


H5.336916 


deattvassoctated protein 6 


SS.BTB.abhydrolase_2.RasG 


10.0 


423218 


NM.015896 


Hs.167380 


BLu protein 


zf-MYND,SS.TM.GIycoJiydro 


10.0 


403028 






Target Exon 


SS.trefdi 


10.0 


412790 


NM_014767 


Hs.74583 


'K1AA0275 gene product 


k3zal.thyroglobuGn_1 .zf- 


10.0 


419823 


AW271708 


Hs.118916 


.ESTs. Weakly similar to M20I^H 


SS.TM 


10.0 


433886 


AA6135S6 


HSJ28412 


ESTs 


SS 


9.9 


428092 


AW879141 




ESTs 


SS.TM 


9.8 


450493 


M33718 


Hs.166373 


nitric oxide synthase 3 (endot 


tIavodoxin.FAD_binding,NO 


9.7 


420423 


AA827718 


H3.86218 


ESTs 


SS 


9.7 


452302 


AF173a67 


KS.2B906 


glucocorticoid modulatory etem 


SAND,SS 


9.7 


444681 


AJ243937 


K5288316 


chromosome 6 open reading firam 


notch,EGF.ank,Goljoco.SS,T 


9.7 


414249 


AI7979g4 


Hs.279929 


gp2$i2 protein 


SS,TM,EMP24 GP25L,SS.TM,G 


9.6 


424263 


M77640 


Hs.1757 


LI ceil aidheskin molecule (hyd 


fh3.ig,lRK.SS,TIW.fh3.ig,R 


9.6 


438627 


At087335 


Hs.123473 


ESTs 


TM.Reticuton 


9.6 


407065 


Y10141 




gb:H^apiens DAT1 gene, partia 


SNF.SS.TM 


9.6 


441307 


AW071696 


H5.209G65 


hypothetical protein RJ14225 


SS.TM 


9.6 


409649 


AA159216 


Hs.55505 


hypothetical protein FU20442 


Yj>hosphalase.OSPcJM 


9.6 


424487 


T08754 


Hs.6259 


KIAAiegs protein 


SS,SS,TM,GlycoJiydro,31,G 


9.5 


444633 


AF111713 


Hs.286218 


juncttonal adhesion molecule 1 


ig.SS,TM.HLH 


9.4 


427747 


AW411425 


HS.1806S5 


serine/lhreonine kinase 12 


pkinase,SS.TM.synaptobrev 


9.4 


450437 


X13956 


Hs.2499e 


hypothetical protein MGC10471 


SS 


9.4 


415169 


W42913 


Hs.7808g 


ATPase, vacuolar, 14 kO 


ATP-synLF,SS.TI\A,CH,Ram 


9.4 


400201 






NM_006156*:Homo sapiens neural 


ubiquitin.SS.TM,Transglut 


9.4 


454319 


AW247735 


Hs.101617 


ESTs. Weakly similar to T32527 


SS 


9.4 


421680 


AL031186 


Hs.289106 


Human ONA sequence from done 


SS,SS,mm.zf-RanBP,mn,GA 


9.4 


445143 


U29171 


Hs.75852 


casein kinase 1, delta 


pkinase,SS 


9.4 


407507 


U73799 




gbiHuman dynactin mRNA, partia 


SS.TM.HC03_cotransp.CAP_G 


9.4 


450883 


NM_001348 


Hs.256ig 


death-assodated protein kinas 


pkinase,GTP^FTU,EFG C,GT 


9,4 


411674 


AW861123 




fibJ^C3<:T0297-12020OO14^a5 C 


SS 


9.3 


414625 


AA335738 


Hs.76686 


gtutathtone peroxidase 1 


GSHPx.SS.ras,Hlii 


9.3 


456950 


AF111170 


Hs.306165 


Homo sapiens 14q32 Jagged2 gen 


SSJM,DSL 


9.3 


445333 


BE537641 


Hs.44278 


hypothetical protein FU 12538 


SS 


9,2 


407204 


R41933 


Hs.140237 


ESTs. Weakly similar to ALU1.H 


SS.h[&tone,htstone 


9.1 


412338 


AA151527 


Hs.69485 


hypothetical protein FLJ12436 


SS,TM.TI6.Sema.PSI 


9,1 


439963 


AW247S29 


Ks.67g3 


platelet-activating factor ace 


PAFAa.ib.Upase,GDSl^SS. 


9.1 


412104 


AW205197 


HS.2409S1 


Homo sapiens, Similar to RiKEN 


SSJM 


9.1 


443553 


AL040535 


Hs.9573 


ATP-tincfing cassette, sub-fsm 


ABC_tran,SS 


9.1 


448984 


AW751955 


Hs.22753 


hypothetical proteb FU22318 


SS 


9.0 


41B776 


AI401004 


Hs.88411 


lymphocyte antigen 117 


SSJNF.TNF 


9.0 


418843 


AJ251016 


Hs.8g230 


potassium tntermediate^mall c 


TM.CaMBD.Siechannel.Th4 


9.0 


419244 


AI436567 


Hs.89761 


ATP synthase, H transporting, 


ATP-8ynLDE,SS,nm,Epiirin 


&9 


451855 


R54913 


Hs.175804 


ESTs 


SSJM.vwa 


&9 


424825 


AF207069 


HS.1533S7 


procollagen-lysine. 2-oxogluta • 


2CX3-Fell_Oxy,Qycos_trans 


8.9 


447374 


AF253462 


Hs.18376 


KIAA1319 protein 


SS,Myosi(Ltail,M 


8.9 


430167 


Y0a976 


Hs.234759 


FEV protein 


as,SS,crystall 


8,8 


409936 


AK001691 


Hs.57555 


hypothetu^al protein FU10829 


SS.TM 


8.7 


437926 


BE383805 


Ks.300816 


small GTP-tnnding protein 


SS,TM.TPR 


a7 


430037 


BE409549 


Hs.227789 


mltogen-acthrated protein kina 


pkinase 


8,7 


424919 


BE314461 


Hs.153768 


U3 snoRNP-assodated 55-kDa pr 


WD40.SS.KH<Jomain 


8,7 


414534 


BE2S7293 


Hs.76366 


BCL2-antagont5t of cell death 


SS.honTwnejec.2f-C4 


8.7 


433333 


A1015521 


HS.71B16 


murine thymoma viral one 


homeobox,pkinase.PH.pkIna 


a7 


423228 


AL137491 


Ks,1255l1 


Homo sapiens mRNA; cOI^ DKFZp4 


SS.TM.8ushi 


8.7 


419493 


AF001212 


Hs.90744 


proteasome (prosome, macropain 


Pa.SS,CDtC5_activator 


8,7 


420160 


AI492840 




ESTs 


SS,TM 


ae 


421871 


AK001416 


Hs.306122 


glyooprotein. synap& 2 


TM,SEeroid_dh,SS 


a6 


447827 


U73727 


Hs.19718 


protein tyrosine ptiosphalase, 


Y_phosphal3se,fn3.ig.MAM. 


8.6 


417193 


AI922189 


Ks.28a390 


hypothetical protein FIJ22795 


SS 


a6 


418678 


NM.001327 


Hs.167379 


cancerAestis antigen (NY-ESO- 


SS.TRW^C2H2 


a5 


458963 


Ar701393 


Hs.278728 


Rad and GeffHelated 2 (rat hom 


r8S.SS.Peptidase.M10.hemo 


8.5 


406868 


AA505445 


Hs.3006g7 


Invnunogtotnjlin heavy constant 


SS,TM,>g 


8.3 


434105 


AW952124 


Hs.13094 


preseniSns assodated rtiombdl 


TM.Rhombold.SS.TM 


as 


421726 


AK001237 


Hs.3ig088 


hypothettca) protein FU10375 


TM 


a3 


421707 


NM.014921 


Hs.107054 


lectomedin-2 


LatrophiIjn,0LF.7tnOi.Gal 


a2 


453898 


AW003512 


Hs.232770 


arachldonate Gpoxygenase 3 


SS.TM.Ilpoxygenase,PLAT.s 


a2 



236 



wo 02/102235 



PCTAJS02/19297 



456672 


AK002016 1 


Hs.1 14727 


Homo sapiens, done MGC 16327. 


SS,PKPK_C;myosln_head,Rh 


a2 


421592 


AR)09801 


Hs.1 05941 


ba9|sp6 homeidxjx (OrosophBa) 


h(vneotxix,SS 


a2 


409829 


M33552 


Hs.56729 


)ymphocyt&.sp8cinc prot^ 1 


Caidesnion,SS.RibosomaLS2 


6rl 


444341 


AI142027 


H3.1 46650 


ESTs 


SS,TM.Reprolysin.Pep_M12B 


ao 


413762 


AW411479 . 


HS.S48 


FKSO&^ncSng protein 4 (59kD) 


FKBP.TPR.SS 


ao 


4366S5 


W28561 


Hs.5288 


Homo sapiens mRNA; cONA 0KFZp4 


SS,TM,pkinase.AcfivinjBC 


ao 


420932 


AW374605 


Hs.1 1607 


ESTs, Weakly similar to T21697 


SS.bZIPJM 


ao 


431493 


AI791493 


Hs.129873 


ESTs, nove! cytochromB P450 


SS,p4S0,SS 


7.9 


447598 


AI799958 


Ks.199630 


ESTs 


SS,TM 


7.9 


415758 


BE270465 


Hs.78793 


pfDteln kinase Czeta 


pkinase.DAG„PE-bind,pkina 


7,8 


457022 


AW377258 




gb:MR2-CT0222-26109WJ03^10 C 


SS,RbosomaU.7Ae 


7.8 


426440 


BE382756 


Hs.169902 


sohjte carrier family 2 [fad! 


5ugar_tr,SS,TM,sugar„lr 


7.8 


432747 


NM-014404 


Hs.278907 


caldum diannel, vottag&Klepen 


PMP2^aaudin.SSJM.PMP22 


7.8 


441084 


W24563 


Hs.9911 


hypothetteal protein aJ11773 


SS,TM,homionejEC,zM:4 


7.8 


424443 


AI751281 


Hs.284161 


hypotheficai protdn from EURO 


SS,TM,SS.TM 


7.7 


424198 


AB029010 


Hs,143026 
Ks.241586 


KIAA1087piotBln 


SS,TM,Na.CELEx,CaU-beta. 


7.6 


430513 


AJ0120Q8 


G6C protein 


SS.TM,GST_(;abhydrolase 


7.6 


417900 


BE250127 


Hs.82906 


COC20 (cell division cycle 20, 


WD40.SS,TM,fn3,EGF.fn3,lg 


7.6 


432691 


AFl614d3 


Hs.279761 


HSPC134 protein 


SS.TM.ut:dqutlin,Transgtut 


7.6 


432234 


AA531128 


Hs.115803 


ESTs 


SS 


7.5 


4S348S 


BE6^712 


Hs.33026 


tiypothetica) protein PP2447 


SS,TM 


7,5 


441327 


AK001706 


H5.7778 


hypothatica] protein FU10751 


SS.TM.7tm_1 


7.5 


436540 


BE397032 


Hs.14468 


hypothetical protein MGC14226 


SS,TM 


7.5 


418256 


AW845318 


Hs.12271 


and leudne^ repeat 


SS,SS.TM.HSF_DNA*ind 


7.5 


457274 


AW674193 


H5.227152 


-mannan-blnding lectin serine p 


SS,TM,SS,TM,ClaIhrin_lg_c ' 


7.5 


437141 


BE304917 


Hs.31097 


tiypotheticd protein FU2147e 


SS,TM.Glycos_transf_4 


7,6 


425428 


AL110261 


Hs.157211 


DKFZP586B0621 protein 


Clq.Coiiagen.SS 


7.4 


431934 


AB031481 


Hs.272214 


STG protein 


SS 


7.4 


418349 


NM.0013&3 


Hs.84183 


diplheria toxin resistance pro 


Dlphlhamide_syn,SS 


7.4 


430600 


AW950967 


Hs.274348 


HLArB associated transcript-3 


ut^uitin,SS,TM,&patch,a 


7.3 


421758 


BE3g7336 


Hs.1422 


Gardner-f^tieed feTine sarcoma 


SH2.SH3,pkln3se 


7,3 


412841 


AI751157 


Hs.101395 


liypothetical protein MGC11352 


SS.TM 


7.3 


418313 


BE244231 


HS.84Q38 


. CGI-06 protein 


SS,wap 


7.3 


429367 


AB007867 


Hs.278311 


plexinBI 


Sema.PSI,TIG.SS,TM.TlG,Se 


7.3 


418837 


LI48263 


Hs.89040 


piepronodceplin 


Opiods_neuropep,SS 


7.2 


423015 


U18548 


Hs.123034 


G proteinKX)upted receptor 12 


TM 


7,2 


440188 


AK001812 


Hs.7036 


N-Ac8tylgliicosamlne kinase 


ROK,SS.TM 


7.2 


421975 


AW961017 


Hs.6459 


liypothetical protein FU1ie56 


SS.TM,ACAT 


12 


423858 


AL137326 


Hs.133483 


Homo sapiens mRNA; cONA 0KFZp4 


SS.TM 


12 


446143 


BE245342 


H5.306079 


sec61 horrtolog 


secY,SS,TM 


12 


417704 


NM.001747 


Hs.82422 


capping protein (actin fPamen 


Getsoiln.SS.GelsoIln 


12 


440869 


NM_014297 


H5J486 


protein expressed in thyroid 


!actem3se_B,SS.XRCCl_N,BR 


7.1 


435099 


AC004770 


Hs.4756 


flap stnicture-spedfic endonu 


XPG_N.XPGJ,5_3_exonudea 


7.1 


436856 


N40027 


Hs.7473 


ESTs 


SS,TM,connextn 


7.1 


426268 


AF083420 


Ks,16B913 


serineAhreonine kinase 24 (SI 


pkinase.pklnase 


7.1 


418373 


AW750770 


Hs.84344 


CG(-135 protein 


SS,TM,PMP22_aaudin.20G-F 


7.1 


445087 


AWd93449 


Hs.12303 


suppressor of Ty (S-cerevisIae 


S1.SH2.Ribosomal_L23.pkin 


7.1 


421746 


NM-014718 


Hs.107809 


K1AA0726 gene product 


cadherin,TM,TPR 


7.1 


413837 


AW163525 




tIQn-cap(telelhonin] 


SS,Methyltransf_3 


7.0 


426691 


NM-006201 


Hs.1 71834 


PCTAIRE protein kinase 1 


pkinase.SS,UCH-2,UCH.1,rr 


7.0 


409125 


R17268 


Hs.343567 


axonal transport of synaptic v 


SS.klnesIn.PH,FHA.kinesin 


7.0 


424251 


AA677466 


H5.143696 


coact]v3tor<as50cIated argtnin 


SS.SNF?_N,heIicase_C,brom 


7.0 


431630 


NM-002204 


Hs.265829 


inlegrin, alpha 3 (antigen (XM 


integrin_A,F&GAP,Rhabd_g 


7,0 


428156 


BE289388 


Hs.182698 


mitochondria) ribosomal protei 


SS 


7,0 


459255 


AI493244 


Ks^500 


hypotheScal protein MGC13114 


SS 


7.0 


441323 


AA928413 


Hs.159089 


ESTs. Weakly similar to ALU7_H 


SS.Peptldasa.C1^-C2H2 


a9 


455928 


6E170313 




gbK3V4-HT0536M)500.193fl02 H 


SS 


a9 


420856 


BE513294 


HS.20S736 


HLA dass 11 region expressed 


kazal,SS.TM,ig,pkin3se 


6.9 


421543 


AK000519 


Hs.105606 


hypothetical protein FU20512 


TM 


6.9 


442296 


NhC007275 


Hs.8166 


lung cancer candkiate 


SS,TM,GlycoJiydro_56,Glyo 


6.9 


445937 


AI452943 


Hs.321231 


U0P-Gal:beteGlcNAct)eta1.4-g 


GaIactosyLT_^SS.TM,tsp_ 


6,9 


439732 


AW62g604 


Hs.157641 


hypothetkial protein from EURO 


SS,TM,SS,TM,A2M,A2M.N.NTR 


6.8 


429542 


AF038660 


Hs.206713 


UDP-<^telaG!cNAc t)ete 1,4- g 


GalactosyLT_2,lg,SS,TMA 


as 


420190 


At816209 


KS.9S867 


hypothetical protein EST00098 


SS,dynamIn_2,dynamin,PH,G 


6.8 


408215 


BE614290 




syntaxin 10 


SS,SS,TM,HLH.TRM,zf^H 


6.7 


410277 


R88621 


HS.2&249 


ESTs, Weakty similar to T2D3_H 


SS,TM.SS 


6.7 


419667 


AU077TO5 


Hs.92208 


a dislntegr^ and metalbprote 


dlsintegr^,Reprdysin,Pe 


a7 


448677 


A1560769 




ESTs 


SS,TM 


a7 


425228 


NM_005253 


Hs.301612 


FOS-lito anfigen 2 


bZIP,SS 


ae 


432538 


BE258332 


Hs.27e362 


male-enhatued ailigen 


SS,TKlAAA,RibosomaLt^ 


a6 


421864 


BE387198 


Hs.108973 


dolichyt-plu&idTale msnnosyttra 


SS.TM.SS,TM 


a6 


429962 


M69113 


Hs.2267g5 


gtutalhlone S-transferase pi 


GST_C,6STJJ.SS,efhand 


a6 


406867 


AA157857 


Hs.182265 


keratin 19 


Gtamenti}ZiP.SS,filament 


a6 


426068 


AF029778 


Hs.166154 


jagged 2 


DSL.EGF,wc.granulin,SS.T 


as 


419344 


094905 


Hs.277445 


(flacytQtycerol kinase, zete (1 


ank.DA6Ka,DAGKc,0AG_PE-bl 


as 


424681 


AA054400 


Hs.151706 


KIAAD134gena produd 


heIicase.CPRK.SS.TM.7tnL 


as 


417903 


NM_002342 


Hs.1 116 


lymphotoxki beta receptor (TNF 


TNFR^c6,SS 


as 


423876 


BE502835 


Ks.15463 


Homo saptens, done IMAC£:2959 


SS,efhand 


a4 


433439 


AA431176 


Hs.133230 


ribosomal protein S15 


TM.SS.TM.TPR.ras 


a4 


441379 


AW1757B7 


Hs.334841 


selenium binding protein 1 


SS.RF)eDN\.bindIng 


a4 


432968 


BE614192 


HS.279S69 


metanoma-assodated anOgen re 


SS.TM.RGS.DIX 


a4 


456863 


T16837 


Hs.4241 


ESTs 


fustonjgty.homeobax.TM 


a4 


432269 


NM-002447 


Hs^942 


macrophage stimulating 1 recep 


pkinase.SemaPSI.TIGA4_E 


6.4 


425676 


AW410656 


Hs.159161 


Rho GOP dissodafion Inhibitor 


Rho.GOI.hor]eobox,SS,CyQd 


6.4 
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443420 


R06846 


Hs.191208 


ESTs 


SS 


a4 


43S322 


AL35S092 


Hs.120243 


parvln, gamma 


CHSS.TM.CTF.NR 


&4 


4400B8 


BE559877 


Hs.183232 


hypolheOcat protein FU22638 
hypolhelicat protein MGC2963 


SS,zf^HC4.SPRY,zf^.box 


fr4 


447665 


BB]44245 


Hs.30011 


SS.TM 


6^ 


431785 


AA292365 


Hs^68763 


Breakpoint duster region prot 


BAFtolJM 


6.3 


422714 


AB016335 


Hs.1 19387 


KlAA0792gene product 


DUF221,SS,TM,TGR)_propepl 


6J 


434916 


AF161383 


Hs,284207 


Homo s^iiens, Stmdar to RIKEN 


TM 


6.3 


414551 


Al81563g 


Hs.76394 


enoyt Coenzyme A hydratase. sh 


ECH,PeptW3se_tJ7.SS.TM 


6.3 


413254 


U40272 


HSJ5253 


tsodtrate dehydrogenase 3 (NA 


isodh.SS 


&3 


458367 


AA088470 


Hs.83135 


Homo sapiens. Similar to RIKEN 


SS,lRNA^yntJ2d 


6.3 


415010 


NH.004203 


Hs.77783 


mendirane-assoctated ^^rosine- 


pkbiase.SS,PI^22_aaudin 


6.3 


410076 


T05387 , 


Hs.7991 


ESTs 


SS 


6.3 


412940 


BE295701 


Hs.819 


homeoboxB? 


hameobox,SS,homeobox,home 


6.2 


440042 


A1073387 


Hs.133898 


ESTs 


SS 


6.2 


414023 


BE243628 




gb:TCBAP1D1053 Pediatric pre^ 


SS 


6.2 


414513 


AW239400 


Hs.76297 


G protdn-coupled receptor Un 


pkin3se,RGS.pkinase.CSS, 


6.2 


446662 


NM_013323 


Hs.15827 


sorting naxbi 1 1 


PX.SS 


6.2 


409882 


A1243igi 


Ks.56874 


heat shock 27kO protein family 


HSP20,SS.TM.zf-C2H2.BTB.E 


&2 


414576 


AK000405 


Hs.76480 


ut)iqiMike4 


ubiquifin,SS,TM,G6PO,G6PO 


6.2 


447507 


HS9696 


Hs.18747 


P0P7 (processing of precursor, 


SS,TM.WD40,wwi.MAM,EPO,TP 


&2 


453447 


AW771318 


Hs.326586 


hypothetica) protein MGa 1 134 


SS,TPR 


8.1 


435968 


AW161481 


Hs.1 11577 ' 


integral mentrane protein 3 


TM 


6.1 


424441 


X14850 


Hs,1470g7 


H2A hlstone family, member X 


histDne,CBFO,NFYB.HMF,SS. 


ai 


434556 


AW264102 


HS.3916B 


ESTs 


SS.TM,UlRCT,tJy^ 


ai 


434202 


8E382411 


Hs.3764 


.guanylate kinase 1 


GuanylateJdn.CoaE,VlraL 


6.1 


432183 


AW151952 


Hs.46679 


hypothetical protein FU20739 


SS 


6.0 


444416 


AW288085 


Hs.11156 


hypothetical protein 


zK:3HC4,SpoA,PHD.TM,syna 


6.0 


447205 


BE617015 


Hs.1 1006 


ESTs, Moderately similar to T1 


SSJM.Uy?CT.Sema 


ao 


407704 


BE315072 


Hs.78768 


malignant cell expressbn-enha 


TM,MBOAT,SS,TM 


6.0 


453190 


AB002354 


Hs.32312 


KIAA0356 gene product 


PaPHD.RUN.SS 


6.0 


439975 


AW3280ai 


H3.6817 


tnoslne triphosphatase (nudeo 


Ham1pJke,SS 


6.0 


449514 


AW970440 


Hs.23642 


protein predicted try done 236 


SS,PX.arf.lipocalin,PHD.z 


6.0 


432805 


Xg4630 


Hs.3107 


CD97 antigen 


SS.TM,7tm-2,GPS,EGF,SS.TM 


6.0 


414362 


AI347934 


Hs.75932 


N-ethytmalelmld&^nsitive fac 


NSF,SS,TM 


6.0 


417483 


BE549343 


Hs.82208 


acyl-Coenzyme A dehydrogenase, 


Acyl-CoA„dh,Acyl^>jA„dh_M 


6.0 


427988 


AA789333 


Hs.181349 


hypothetical protein 628 


SS,SS 


6.0 


423473 


H49104 


Hs.129888 


hypothetical protein FU 14768 


2«:2H2,SS,rrm,ENTH 


6X 


405773 


AA812424 


Hs.76067 


heat shock 27kO protein 1 


HSP20,SS 


5.9 


409938 


AW974648 




gb:EST386752 MAGE resequences, 


SS,Adap_comp_8ub,GYF 


5.9 


424959 


NM_005781 


Hs.153937 


activated p21cdc42H5 kinase 


pkinase,SH3 


5.9 


453082 


H18835 


Hs.31608 


hypotheGcal protein FU20041 


SS,TM.ion_trans 


5.9 


452094 


AF049105 


Hs.27910 


centrosomal protein 2 


bZlP,5_3_exonuclease,M.SS 


5.9 


451524 


AK001466 


Hs.26516 


hypotheteal protein FU 10804 


SS,SS,TM,pkInase,pkInase 


5.9 


427438 


AW328515 


Hs.178011 


hypothetical protein FLJ20257 


SSJM 


5.9 


439685 


AWg56781 


Hs.293937 


ESTs, Weakly similar to FXD^H 


SS,PWWP,TSC22 


5.9 


440511 


AF132959 


HsJ236 


eNOS interacting protein 


SS,TM.MAGE,RibosomaI_S17, 


5.9 


417334 


AA337572 


Hs.157240 


hypolhetk^al protein MGC4737 


SS,TM.icn_trans 


5.9 


425976 


C75094 


HS334514 


NG22 protein 


SS,TM,pkina5e,SH2,SH3,BNR 


5.8 


433173 


Z35093 


Hs.3ig6 


surfeit 1 


SURF1,SS,TM,SURF1,SURF4 


5.8 


437891 


AW006969 


Hs.6311 


hypolhetfcal protein FU20859 


TM.SET 


5.8 


410239 


AI568350 


Hs.61273 


hypolhetk:a] protein MGC26S0 


ss^wr.TM 


5.8 


458060 


R95860 


Ks.293629 


hypothetical protein MGC3121 


SS 


5.8 


409591 


AA532963 


Hs.9100 


Homo sapiens cDNA FU13100 lis 


SS,TM.LIM,homeobox 


5.8 


409686 


AK000002 


Hs.55879 


Homo sapiens mRNA; cOMA DKFZp4 


SS>^BC_tran,SSTM 


5.8 


450778 


U81375 


Hs.25450 


solute carrier family 29 (nucl 


Nudeoslde_tran,SSJM,HSP 


5.8 


423612 


NNt002067 


HS.16B6 


guanine nudeotide binding pro 


G^pha,arf.SS,G-alpha 


5.8 


422701 


NU.014699 


Hs.1 19273 


KlAA0296gene product 


zfX2H2,GST_C,PHD,SS.TIAH 


5.8 


412958 


BE391579 


Hs.75087 


Fas^acQvated serine/threonine 


SS,pkin3se 


5.8 


436957 


AA902488 


H3.1229S2 


ESTs 


SS,DAGKc,OAGKa.RA,OAG_PE. 


5.8 


423158 


Hg7991 


Hs.193313 


Target CAT 


MoaAJ4ifBJ>qqE,SS.TM 


5.8 


41478B 


X78342 


Hs.77313 


cycIinKiependent kinase (C0C2- 


pkinase 


5.8 


420904 


A1035964 


Hs.100221 


nudear receptor subfamily 1, 


hormonejecrf-C4,SS.DNA_ 


5.7 


410431 


6E261320 


H5.1581S6 


transcriptional adaptor 3 (ADA 


pkinase 


5.7 


420508 


AJ270993 


Hs.g8428 


homeoboxB6 


homeobQx,SS,homeobox,home 


5.7 


435593 


R88872 


Hs.4964 


OKFZP586J1624 protein 


Herpes_HEPA.SS 


5.7 


433064 


D79991 


HS30002 


SH3contaimng protein SH3GU2 


TM 


5.7 


451920 


AA2244a3 


Hs^7239 


DKFZP586K0524 protein 


SS.TM.SSJM 


5.7 


453054 


AI878908 


HsJ1547 


Target CAT 


SS 


5.7 


415117 


AF120499 


H5.78016 


polynucleotide kinase 3'-phosp 


Vtral_hdlcase1 .SS Antno_ 


5.7 


413163 


y00815 


Hs.75216 


protdn tyrosine phosphatase, 


fh3,tg,Yj)hosphat8se,SS.T 


5.7 


425246 


AI085561 


Ks.155321 


serum response factor (c-fos s 


SRF-TF,flavodoxin,SS,TM,p 


5.7 


433271 


BE621697 


Hs.14317 


nudedar protein family A me 


SS,TM 


5.7 


448484 


BE613340 


Hs.334725- 


Homo sapiens, Similar to RIKEN 


TM,SS.TM.Kunilz^BPTI 


5.7 


449139 


BE2SB315 


Hs.23111 


phenytalanine-tRNA synthetase- 


neur,SS.zM:2H2,ONaseJI 


5.7 


449181 


X96783 


Hs.23179 


synaptotagmin V 


C2.SS,TM.Yj)hosphatase,Tr 


5.6 


414457 


AW514320 


• H3.76159 


ATPase, H transporting, lysoso 


ATP-synt.C,SS.TM.pklnase 


5,6 


424964 


AW161271 


Hs.153961 


ARP1 (adbKBlaled protein 1. 


acSaSS 


5.6 


415193 


AL046891 


Hs.12185 


hypothefk^al protein MGC14333 


SS,TM,amlnotran_lJ.LRR 


5.6 


407754 


AA527348 


Hs.288967 


Homo sapiens cDNA FU14105 fis 


SS.TM,SS.TM.TSPN.tsp_3.SE 


5.6 


413049 


NM.002151 


HjL823 


hepsin (transmembrane protease 


trypsin.SSJM>VTP1G1_PIAL 


5.6 


454252 


H50256 


Hs.63236 


ffbosoma) protein S15a 


SS 


5.6 


431787 


AW972024 


Hs.343661 


ret finger protein 


SS,WD40,pkinasa 


5.6 


431607 


A6033097 


Hs.183669 


KIAA1271 protein 


SS.TM. 


5.6 


406782 


AA430373 




gb:zw20f1 Ul Soares ovary turn 


SS 


5.6 
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4443S4 


AL137294 


Hs.10964 


hypotheOcal protein FLI22351 


SS.TM,pktnase 


5.6 


427834 


AA506101 


Hs^85813 


hypotheOcal protein RJ 11807 


SS,TM 


5.5 


443759 


BE330832 


Hs.134729 


FXfO domain-oont^no Ion tra 


SS,TM;VTP1G1_PU4_MAT8ATP 


5:5 


416322 


Ba)19494 


Hs-79217 


pyrroIine-&«arboxylate reduct 


P5CR.0ctopina_DH_N.SS.lhl 


5.5 


40SS73 


M34996 


Ks.198253 


ms^ htstocon^tiBity compt 


SS,TM,l*M;j|.a!pha.l9.Sg. 


6.5 


415351 


U44755. 


Hs.78403 


smaS nudear RNA activating c 


SS,TMj>kinase 


5.5 


411030 


BE387193 


KS.6789S 


7-60 protein 


SS.Co{tagen,CoIlagen 


5.5 


410653 


BE383768 


HS.6S238 


95 kOa refinoblastcxna protein 


zf^C4.SS.SNFi.N,helica 


5.5 


433012 


NM_004045 


Hs^9910 


ATX1 (antioxidant protein 1. y 


HMA.SS.TM 


5.5 


437741 


BE561610 


Hs^09 


putative transmembrane protein 


SS.TM.SS,TM.RA.VPS9.SH2 


5.5 


421683 


X55079 


Hs.1437 


gluoostdssQ, alpha; acid (Pomp 


trBfoa,ayco_hydro_31 .SS 


5.4 


427361 


AW732480 


HsJ678 


oeltutar retlnoic add-fatnding 


SS.TM,aminotran_1_2.LRR 


5.4 


411574 


BE242842 


Hs.6780 


protein tyrosine kinase 9#8 


conruLAOF,SS.TM 


5.4 


457313 


AF047002 


HS541520 


transcfiptional coacQvator 


SS.[mi,SS,Cytidylyttransf 


5.4 


428345 


AI242431 


Hs.118282 


PAP-1 Ijindlng protein 


SS.TM 


5.4 


434845 


BE267057 


HS325321 


hypofiietical protein R32184_1 


SS,TM.CH.caIponinARlD 


5.4 


427162 


AB011133 


HS.173B64 


K1AA0561 protein 


SS,pkin3se.PDZ.SS,SH2.Rho 


5w4 


447402 


H54520 


Hs.18490 


hypottietica) protein FU20452 


SS.TM 


5.4 


433676 


AW371389 


H5.250173 


hypotitefica) protein FU13158 


SS 


5.4 


424373 


AJ133798 


Hs.146219 


oopine VI) 


C2,SS 


5.4 


423402 


BE167615 


Ks.141556 


Homo sapiens cONA FU12976 fis 


SS 


5.4 


409983 


D50922 


Hs.57729 


Kelch-Gke ECH^sodated prot 


BT8,Ketch.SS.TM 


5.4 


450184 


W31096 


Hs^37617 


Homo sapiens, clone IMAGE:3447 


SS 


5.3 


431629 


AU077025 


HS.265B27 


Interferon, atpiia^nducQiie pr 


pkIn3se,SH2.SH3 


5.3 


439413 


AWB42182 


Ks.241392 


,§mall inducible cytokine AS (R 


IU,SS 


5l3 


440333 


AI37a424 


Hs^88761 


tiypothelical protein FIJ21749 


SS,TM,IP trans,pkinase,pk 


5.3 


424927 


AW973566 


Hs.153850 


t^poihelical protein C321D2.4 


SS.TM 


5.3 


412276 


BE262621 


Hs.73798 


macropitago nitration tnliibitor 


MIF,SS.TM.MIF,sugar_tr 


5.3 


416181 


AA174126 


Hs.332163 


ESTs 


SS.TM.6alP_UDP_transf.Gal 


5.3 


440609 


AI287585 


Hs.7301 


G protein pathway suppressor 2 


SSMI-Co/LdhAiyl-CoA^d 


5.3 


435327 


BE301871 


Hs.4667 


mannosyt {alpha-13-)-glyoopro 


SS.HLH.Myc N tefm,Myc-LZ, 


5.2 


421139 


AW953933 


Hs.301372 


KIAA1552 protein 


SS.TM 


5.2 


453449 


W16752 


Hs.32981 


sema domain, immunoglobulin do 


SS.Sema,ig,PS),SS.TM,G-a! 


5.2 


414411 


X54079 


Hs.76067 


heat shock 27kO protein 1 


HSP20,SS 


5.2 


440906 


AW161556 


Hs^40170 


hypothetical protein MGC2731 


SS,TM,Furtn4ike,pkin3SG. 


5.2 


421899 


AJ011895 


Hs.109281 


Nef-associated factor 1 


Virus_HS,bZIP,G^amma.Myo 


5.2 


439473 


AI215S29 


Hs.144787 


ESTs 


SS 


5.2 


451585 


AK001171 


H5.326422 


hypotheUcal protein MGC4549 


SS.Metallophos 


5.2 


407191 


AA60a751 




gb:ae56h07x1 Stratagene lung 


SS,Peptidase_C1 


5.2 


427515 


T79526 


. Hs.179516 


Integral type 1 protein 


EMP24_GP25L.SS 


5.2 


405325 






C14000786*:gil7023514Idb]lBAA9 


SS 


5.2 


434119 


AF193844 


Hs,3758 


C0P9 complex subunil 7a 


SS 


5.1 


413052 


BE249841 




gb:600942857F2 N1H.MGC_15 Homo 


TM,SS.TM 


5.1 


445109 


AF039916 


Hs.12330 


ectonucleoslde triphosphate di 


SSJM,GDAl_CD39,SS,TM,pho 


5.1 


409323 


H28855 


Hs.53447 


Homo sapiens mRNA; cDNA DKFZp7 


TPR,SS,TM.pkinase,ig 


5.1 


438707 


L08239 




amino acid system N transporte 


SS,TM.ACAT,MBOAT.SS.TM,TB 


5,1 


442599 


AR)78037 


Hs.324051 


RelA^associated inhibitor 


SH3.ank,SS,TM,HHH.ig 


5.1 


420372 


AW960049 


Hs.293660 


Homo sapiens, clone IMAGE;3535 


SS 


5.1 


438576 


AI456213 


Hs.77542 


ESTs 


SS.TM,7tm_1,DnaJ 


5.1 


439012 


BE383814 


Hs.6455 


RuvB (£ coll homolog)-like 2 


AAA.DnaB,UPF0079.SS.Cys_k 


5.1 


418910 


Z25821 


H5.89468 


Homo sapiens, Similar to dodec 


ECH.SS.TM,aminotran_3.ABC 


5.1 


414849 


AW372721 


Hs.291623 


ESTs, Weakly similar to unname 


TM,pklnase 


5.1 


425743 


BE396495 


Hs.159428 


&CL2-^socIated X protein 


Bcl-2,SS.fGrritin,Bcl-2.e 


5.1 


416231 


AA326B95 


Hs.83848 


trtosephosphate isomerase 1 


TlM.SS.TM.zf-UBP,UCH-2,UB 


5.0 


419238 


AW95g538 


Hs.321214 


hypothetical protdn DKFZp564D 


SS,TM,WH2 


5.0 


441917 


AI989g25 


Hs.24891 


ESTs. Highly similar to unknow 


SS.TM.Amrnonium.b'ansp 


5.0 


437617 


AI026701 


Hs.5716 


KIAA0310 gene product 


SS.2*-C3HC4.Peptklase_M16 


5.0 


412867 


AU076861 


Hs.74537 


testis enhanced gene b'anscrtp 


UPF0005.SS.TM 


5.0 


419579 


W49529 


Hs.298200 


hypothetical protein AF053356_ 


MSP domam,SS,TM.CUB.NTR, . 


5.0 


425824 


A1939563 


Hs.159569 


ESTs, Moderately simOar to RE 


SS.PHO 


5.0 


439414 


NM 001183 


HS.6S51 


ATPase, H transporting, tysoso 


SS.SS.TM,GDI,Sema,TIG,PSI 


5.0 


436042 


AF284422 


Hs.119178 


cation-chbrlde cotransporter* 


SS,TM,aa_permeases,SS.TM. 


5.0 


410775 


AB014460 


Hs.66ig6 


nth (E.co]i endonuctease 111)- 


HhH-GPD.SS,TM.REJ.PLAT,PK 


5,0 


453350 


AI917771 


Hs.61790 


hypothetical protein FU23338 


SS,SS,TM.EMP70,PA28„alpha 


4.9 


400300 


X03363 




HER2 recepbr tyrosine kinase 


pkinase 


4.9 


426811 


BE259228 


Hs.172609 


nudeobindln 1 


elhand,SS.TM.GFOJDH_MocA 


4.9 


421179 


U72564 


Hs.148495 


proteasome (prosome, macropain 


UlM.SS,TM.PMP22„aaudln.P 


4.9 


429762 


AI346255 


H3.216354 


ring finger protein 5 


SS,zf^HC4.Pa!nLthioest 


4.9 


419250 


AW770185 




U5 snRNP^spectfic protein, 116 


SS.TM.7tm_1 .BAKz^CXXCD 


4.9 


426831 


6E296216 


Hs.172673 


S-adenosylhomocysteine hydrola 


AdoHcy3se.SS 


4.9 


442103 


AA333357 


Ks.8088 


similar to S. cerevislae Sec6p 


SS 


4.9 


414820 


AA371931 


Hs.77422 


proteolipid protein 2 (cotonic 


SS 


4.9 


426347 


AA454912 


Hs.169407 


SAC2 (suppressor of acttn muta 


SS,RasG£F,RA,R3sGEFN.homi 


4.9 


423880 


BE278111 


Hs.134200 


DKFZP564C186 protein 


UPF0120.SS.TM 


4.9 


429545 


AI824164 




lymphocyte antigen 6 complex. 


SS,TM 


4.9 


443044 


N28522 


H&6935 


quinoBnata phosphorfbosyltran 


QRPTasftQRPTase_N.SS,TM 


4.9 


417080 


BE392846 


H5.1063 


small nuclear ribonudeoprotal 


SS.S10_pIectln 


4.8 


441455 


AJ271671 


Hs.7854 


zinc/iron regulated transporte 


Zip.SS.TM,CytklyIyltransf 


4.8 


410182 


NM_001983 


Hs.59544 


exctskm repair cros&«ompleme 


HHH,SS.SH3,ank 


4.8 


456062 


AI856286 


Hs.71962 


ESTs, We^ similar to B36298 


SS 


4.8 


439270 


BE268278 


Hs.28393 


hypolhetk^ protein MGC2592 


SS,TM.HC03.cotransp 


4.8 


406985 


BE287317 


Hs.332040 


hypothetks) protein MGC1301O 


SS.TM,ACAT,LRR 


4.8 


416976 


BE243985 


Hs.80680 


major vault protein 


Vault.SS.TM.kinesin.zf.C2 


4.8 


436057 


AJ004832 


Ks.5038 


neuropathy target esterase 


cNMPJbinding.SS.TM,cNMP_b 


4.8 



239 



wo 02/102235 



PCTAJS02/19297 



424501 


AI470163 


Hs.323342 


actin related protein 2/3 comp ' 


SS,HhH^3P0 


4.8 


409214 


AW405g87 


Hs.333389 


Homo sapiens, done IMAGE:3957 


SS.EF1BD,P5CR 


4.8 


432716 


Ar762964 


H3.205180 


ESTs 


SS,TM 


4.8 


414460 


L00727 


Hs.698 


dystrophia myotonrca^rotein k 


pldn3se.SS,W[)40 


4.8 


443329 


BE2S2943 


Ks.9234 


hypothsficat protdn MGC1936 


SS.TM,SS,TM,gpdh.gpdh_C 


4.7 


426120 


AA32S243 


Hs.166887 


oopinel 


C2,SS.amtnotr8n_5 


4.7 


405356 






ENSP00000247029*:SEBOX. 


SS,TM.hefnopextn.Somatomed 


4.7 


437118 


AB037857 


Hs.300591 


C09partrier1 


TMAl,SS,TM 


4.7 


430609 


AA302921 


Ks.247362 


dims^arstnlne dknethytamtno 


SS.TM,GST_C;abhydrDlase 


4.7 


447131 


NM.004585 


Hs.17466 


re&rafc add receptor respond 


SS,TM.pktnase 


4.7 


428469 


BE549205 


Hs.184483 


flotnnn2 


Band_7,Flotinin,TM 


4.7 


405169 






Target Exon 


SS 


4.7 


404256 






NM.024018*:Homo sapiens butyro 


SS,TM,SPRY,SPRY.lg 


4.7 


457955 


At208986 


Hs.121647 


ESTs 


SSjSS box.SPRY.SS.NoI1_ 


4.7 


413201 


BE275378 


Hs.13972 


tiypotlietical protein MGC12972 


SS.SH2,RhoGAP,SH3,GILT 


4.7 


431115 


AB015427 


Hs.250493 


zhic finger protein 219 


z«2H2,SS 


4,7 


442414 


BE408758 


Hs.8297 


ritx}nude3se 6 precursor 


n'bonuctease_T2.SS,rtbonu 


4.7 


418289 


AW403103 


Hs.63951 


Hennansky-Pudlak syndrome 


SS 


4.6 


436730 


AA045767 


Hs.5300 


bladder cancer associated prot 


SS 


4.6 


444596 


6ES60662 


Hs.11417 


Rab acceptor 1 (prenylated) 


SS,TM,llg_chan,ANFjecept 


4.6 


433019 


AI208513 


HsOT915 


translocase of inner mitochond 


zf^TimlO DDP,SS 


4.6 


431522 


A[625859 


H5.258809 


protein tyrosine phosphatase. 


fn3,Yj)hosphatase,SS,TM 


4.6 


400846 






sortiltn-related receptor, l.{D 


ldLjecepLa.fn3.IdLrece 


4.6 


422154 


T79045 


Hs.168812 


ESTs 


SS 


4.6 


420321 


D78761 


Hs.96557 


..jtyothetical protein 


SS.tsp_1,SS 


4.6 


439921 


AL1 10209 


Hs.6770 


LCAT-tike tysophosphdipase 


SS,LACT.SS.TM.3aLpemne3se 


4.6 


427122 


AW057736 


Hs.323910 


HER2 receptor tyrosine Idnase 


pkinase,Furin-Bke,Recep_ 


4.6 


426899 


AL043221 


.Hs.172825 


KIAA1037 protein 


WD40,TPRSS,TM 


4.6 


408116 


AA251393 


Hs.269052 


Homo sapiens, Simitar to RIKEN 


SS,TM 


4.6 


412974 


R18978 


Hs.75105 


emopamil-binding protdn (ster 


SS.TM.SS.TM,TBC,rrm.FtsJ 


4.6 


426510 


AWB61225 


Hs.110613 


BANP homolog, SMAR1 homdog 


TM 


4.6 


414702 


122005 


Hs.76932 


ceil division cyde 34 


UQ_con,SS.trypsin,ig 


4.6 


408135 


AA317248 


Hs.42957 


methyltransferase-like 1 


Melhyttransf_4.SS,p450,G8 


4.6 


445637 


W58459 


Hs.8949 


hypothetical protein MGC4172 


SS 


4.6 


452190 


H26735 


Hs.91668 


Homo sapiens clone PP149B unkn 


SS 


4.6 


409680 


W31092 


Hs.55847 


mitochondrial ribosomal protel 


SS,TM,synaptobrevIn 


4.6 


421140 


AA298741 


Hs.102135 


signal sequence receptor, dell 


Herpes.UL3.SS.TM,Sema.pkI 


4.6 


413407 


A1356293 


H5.75339 


Inosltd polyphosphate phospha 


SH2,SAM.SS.Folale_rec 


4.6 


402463 






NMJ14624:Hcmo sapiens SlOOca 


efhand,S_100,SS,efhand,S_ 


4.5 


426402 


BE387327 


H5.80475 


polymerase (Rl^ II (DNAdrrec 


SS.PGAM 


4.5 


406939 


M34515 




gb:Human omega tight chain pro 


SS,Ig,PH 


4.5 


417B91 


W79410 


Hs.82887 


protein phosphatase 1, regulat 


SS,TFIIS 


4.5 


426207 


BE390657 


HU0026 


HSPC182 protein 


SS 


4.5 


423664 


NM,004714 


H5.130988 


dual-spedfidty tyrDsine-(Y)- 


pkIn3se.SS,RbriIlarin.CK 


4.5 


432562 


BE531048 


Hs.278422 


DKRP586G1122 protein 


zf^2H2.SS.TM,FG^.Inte 


4.5 


427391 


W60675 




hypothetical protein FU10350 


SS,SS 


4.5 


432893 


NM_016154 


Hs.279771 


Homo sapiens done PP1 596 unkn 


ras,arf,SS.20&4:elLOxy.2 


4.5 


424954 


NIVLO0OS46 


Hs.1846 


tumor protein p53 (U-Fraumeni 


P53,SS 


4.5 


413815 


AIJ046341 


Hs.75562 


discddin domain receptor fami 


F5,F8.type_C,pklnase,SSJ 


4.5 


448963 


AA459796 


Hs.331247 


Homo sapiens, clone IMAGE:3610 


SS.TM 


4.5 


416297 


AA157534 


HSJ9172 


sdute carrier family 25 (mito 


ntitojcarr.SS 


4.5 


421962 


D82061 


Hs.288354 


FabG (beta-ketoacyHacykarr 


SS.adh_shortSS,TM.2f-C3H 


4.5 


426726 


AA488915 


Hs.171955 


trophinin associated protein ( 


SS 


4.5 


414427 


L19711 


HsJSlll 


dystroglycan 1 (dystrophin-ass 


SS,TM 


4.5 


435891 


AW249394 


HS.S002 


copper chaperone for superoxid 


sodcu,HMA,SS,Tl^pectrin, 


4.5 


453997 


AW247615 


Hs.37003 


v+lares Hanrey rat sarcoma vi 


ras.SS 


4.5 


449029 


1428989 


Hs.22891 


solute carrier family 7 (calio 


aa_penneases,SS,TM.bZIP 


4.5 


432078 


BE314877 


Hs.24553 


hypothetical protdnFU12541 


SS.TIW 


4.5 


409650 


T08490 


Hs.288969 


HSCARG protein 


SS,SS,WI>«) 


4.5 


412833 


AW960547 


Ks.298262 


ribosomad protein S19 


SS,TM.Ig.lTAM,RibosomaLS 


4.4 


424133 


AA335721 


Hs.213628 


ESTs 


SS.TM 


4.4 


414787 


ALJ049332 


Hs.77311 


BTG family, member 3 


SS^^nll^troIiferat 


4.4 


433046 


AA229553 


Hs.279945 


HSPO023 protein 


SS 


4.4 


417066 


AA451910 


Hs.85852 


hypothetk:al protein MGC3169 


SS.TM 


4.4 


414814 


014697 


Hs.77393 


famesyl diphosphate synthase 


polyprenyLsynt,SS,TM 


4.4 


416267 


BE389537 


Hs.83919 


gluoostdase 1 


Glyco_hydro_63,SS.PH 


4.4 


439902 


AF174499 


Hs.6764 


histone deacetylase 6 


HisLdeacelyI,zf.UBP,SS,G 


4,4 


448847 


A1587ie0 


Hs.1 10906 


Homo sapiens, Similar to RIKEN 


TM,SS 


4.4 


452160 


BE376541 




cystdne sutfinic add decarbo 


SS 


4.4 


416121 


X92762 


Hs.7g021 


tafazzh (cardiomyopathy, d3a 


Acyltransfer3se,SS,TU,GOI 


4.4 


449717 


AB040935 


Ks.23954 


cerebral cell adhesion motecd 


SS,SS 


4.4 


425069 


AA687465 


Ks.298184 


potassium vdtage-gated channe 


SS4do_kaLred 


4.4 


413380 


AI904232 


Ks.75323 


prohibilin 


BandJ,SS,Band 7,SH3 


4.4 


452911 


AA541537 


Hs.112619 


metaOoQikindn 1 E (functional 


SS.SSJM,Sec1 


4.4 


436415 


BE265254 


Hs.343258 


pfoliCsraGorvassodated 2G4, 


Peptid3se_M24,SS.TM,Pepti 


4.4 


429218 


AA225065 


Ks.ig8269 


Target CAT 


SS,Nop 


4.4 


447987 


BE62t544 


Hs.157160 


hypothetical protein MGC2616 


SS.NDK.LRRNT,LRRCT.IRR 


4.4 


407230 


AA157857 


Hs.182265 


keratin 19 


(il3ment.bZiP,SS,filament 


4.3 


448886 


AL137291 


Hs.22451 


hypothetical protein FU10357 


S$,PH,Rho(^.SS.m3seA 


4.3 


421178 


BE267994 


Ks.102419 


zinc finger protein 


zK:2H2.SS.TM 


4.3 


454031 


R36772 


Hs.71941 


hypothetical pratdn MGC1S877 


TM 


4.3 


450126 


6E018138 


H3.24447 


s^ receptor (SR31747 bindin 


SS.ig,fn3 


4.3 


446557 


U6B566 


Ks.15318 


^1 binduig protein 


SaTM,M!P.UaA 


4.3 


413781 


J05272 


Hs.850 


IMP (inoslne monophosphate) de 


IMPOH.C.IMPDH_N.CBS,NPD.S 


4.3 



240 



wo 02/102235 



PCTAJS02/19297 



433251 


AB040955 




KIAA1 522 protein 


SS.SS,zf-C3HC4,SPRY 


4.3 


420531 


AI65^9 




ribo&tfna Undinn nmfptn 1 /rin 

1 (lA/MHItO UUnUJiLJ UtU4S4j| 1 lUw 


bZIP.SS 


4.3 


432179 


X75208 


H&2913 


EphB3 


EPHltbd,fn3,pldnase.SAM 


4.3 


44S988 


Y09763 


Hs.22785 


93mm9-amlnobutyric 8c{d (GABA) 


Neur chan_l-BO,Neur ch3n_m 


4.3 


426626 


A1124572 


Hs.32387g 


Inhflrftor of kappa Tight polyp 


zwicss 


4.3 


432956 


ALD37B95 


Hs.279861 


CGI-31 protein 


thiored.SSJM 


4.3 


42B970 


BE276891 


Hs.1 34691 


reUnoic actd induced 3 


7tm-3,SS,TIW 


4.3 


42S953 


AA306610 


Hs.348163 


bimor necrosis fectof roccptor 


TNFr1c6.SS 


4.2 


401128 






CI 2000644:g{I5729785|refiNP.00 


SS 


4.2 


446899 


NIiiL005397 


H5.1S426 


podocalyxbv4ike 


SS.TM.SS,TM 


4.2 


407151 


H25836 


Hs,301527 


ESTs, Moderately similar to un 


SS,TNF 


4.2 


426613 


U96132 


Hs.171280 


hydraxyac^-Coenzyme A detiydro 


adl\.shortSS 


4.2 


408616 


R51604 


Hs.300842 


KtAA1608 protein 


SS,DENN,DENN 


4.2 


446616 


R6SS64 


Hs.334873 


ESTs, Wteily similar to AIU8_H 


SS.Zn„carbOpept 


4.2 


414467 


AW903820 


HS.B5752 


copins II 


SS 


4.2 


455657 


T70192 




gb:yc18d03.s1 S^tagenelung 


SS,TM,isodh 


4.2 


401751 






RAN bintfing protein 3 


SS,0fBxin.SH2.STAT 


4.2 


400563 






Target Exon 


SS,f^p_Ml 2B_propep 


4,2 


430237 


AI272144 


Hs.236522 


OKFZP434P106 protein 


abhydrt^e,TM 


4.2 


406101 






CI 100a273*:gi|12656107|gb[AAK0 


SS,TM,7tm_1 


4.2 


421661 


BE281303 


Hs.29gi48 


tiypothstical protein FLI21801 


SS.VHP 


4.2 


444590 


AM57456 




hypolheOcal protein FLJ20435 


SS 


4.2 


408187 


AF034373 


H5.43509 


ataxin 2 related proton 
' hypothetical protein dJ37E16.5 


SS 


4.2 


437696 


ZB3B44 


H&.5790 


SS, Hydrolase,SS,GaI-bind 


4.2 


400278 






.^SP00000243264:Oot]chyl-dipiio 


SS.TM 


4.2 


407394 


AF005081 




Qb:Homo sapiens sldn-spectfic 


SS 


4.2 


447407 


BE387301 


H5.18528 


Sjogren's syndrome nuclear aut 


SS,Hlil,ras»GSHPx 


4.2 


410237 


Ai750569 


Hs.61258 


arginlnosucdnate lyase 


lyasa.l.SS 


4.1 


415410 


AF037332 


Hs,278569 


swting nejon 17 


PXfn3,pkinase,SAM,EPHJb 


4.1 


457757 


AA434109 


Hs.12271 


f*box and leucin&*fich repeat 


SS,F-t)Ox,SSJM, HSF_DNA-bl 


4.1 


446368 


AA23297S 


Hs7788 


NPD007 protein 


ssItm 


4.1 


412825 


AW167439 


Hs.1 90651 


Homo sapiens cDNA FU 13625 fis 


ss' 


4.1 


439737 


AI751438 


Hs.41271 


Mnmn •;nnifin<i mRNA full Isnolh 




4.1 


422256 


M64673 


Hs.1 499 


heat shock transcription facto 


KA,SS,TM.F-box 


4.1 


441164 


AB023180 


Hs.7724 


KIAA0963 protein 


helicase_C,SS, RNAj)ot_H 


4.1 


401727 






Target Exon 


A_deamin,SS 


4.1 


411142 


NM_014256 


H3.69009 


trsnsmembrane protein 3 


GalactosyLTtSSiRibosornal 


4.1 


458176 


AI961S19 


Hs.1 40309 


Homo sapiens, clone IMAGE:3677 


SS,pkinase,pkinase_C 


4.1 


432178 


BE265369 


Hs.272814 


hypothetical protein DKFZp434E 


SS^rine_carbpepl 


4.1 


421537 


BE383488 


Hs.105547 


neural prDliferation, (fiffa'en 


SS,TM,Gtyoo hydro 47 


4.1 


4213B0 


D31833 


Hs.1 372 


arginine vas(^ressin receptor 


7tn\_1 


4.1 


422702 


AJ011373 


Hs.1 19285 


chromosonne 9 open reading fram 


SS,TM,SS,TM 


4.1 


434142 


U47927 


Hs.3759 


ubiqultin specific protease 5 


zWJBP,UCH-2,UBA,UCH- 1 .SS 


4.1 


423696 


Z92546 




Sushi domain (SCR repeat) cwil 


SS.TPR,vvwi,sushi, Somatome 


4,1 


427407 


BE268649 


Hs.1 77766 


AOPofilxjsyttransferase (NAO; p 


BRCT,PARP,zf-PARP,PARP_re 


4.1 


413749 


AI929320 


Hs.75516 


tyrosine Idnase 2 


pIdnase.SS,TM,tg 


4.1 


411927 


BE274009 


Hs.772 


glycogen synthase 1 (muscle] 


Glycos transf„1,SS 


4.1 


433320 


D60647 


Hs.250879 


ESTs. Highly similar to CTXN R 


SSJMjrm 


4.1 


433890 


AF1 03801 


Hs.1 6361 


hypothelteal protein 


DAO,SS 


4.1 


452603 


AW410601 


Hs.30026 


HSPC182 protein 


SS 


4.1 


444496 


BE302472 


Hs.11314 


DKFZP564N1363 protein 


SS.6KAP,Band_41 


4.1 


422556 


NM_006245 


Hs.11 8244 


protein phosphatase 2, regulat 


B56.SS,TMAtrophin-1,ExQ_ 


4.1 


447347 


AA570056 


Hs,1 22730 


ESTs, Moderately simit^ b Kl 


TM,SS 


4.1 


428284 


AA535762 


H5.1 83435 


NM.004545:Homo saptens NADH de 


SS.TM.Jo5ephin,UlM.Joseph 


4.1 


426551 


AA3d1268 


Hs.323947 


ESTs 


SS.sushi 


4.0 


417782 


T10149 


H5.4243 


hypothetical protein FU12650 


SS,TM 


4.0 


443639 


BE269042 


Hs.9661 


proteasome (prosome, macropain 


prote3some,SSJM,LACT,try 


4.0 


410039 


AF207989 


Hs.58014 


Homo sapiens. Similar to G pro 


SS.TM,7tm_3,SS,TM 


4.0 


452715 


Z21093 


Hs.30352 


rilxjsomd protein S6 kinase, 5 


pktnase 


4.0 


442549 


Ai751601 


Hs.8375 


TNF receptor-^ssodated factor 


rf-C3HC4,MATH.z^TRAF,SS, 


4.0 


430603 


AA148164 


Hs.247280 


HBV associated factor 


SS,2f-C3HC4,zf-RanBP,pkln 


4.0 


427239 
402665 


BE270447 




ubtquitin carrier protein 
Target Exon 


UCLcon,SS,TM 
SS,TM,lg,DSPc' 


4.0 
4.0 


413818 


BE1 61405 


Hs.79 


hypothetic^ protein MGC15429 


SS IQH-domain WD40 F^'tiosom 


4.0 


406919 






flh'l-lnmn ftnnlprvt nNA.hlnHinn nr 


SS mn 


4.0 


412656 


rvUUwU 1 1 




iHqHrvaUmI 1 fhnnvtlftnniiQ tn H 

UldtiCvGUOU f inUJIIUfUyvUd tu u 


pn? DPP nix rKfihnvRllA 


4.0 


437546 




kk 173fi&4 
no* 1 i vmuh 


T-box1 




4.0 


419489 


AW41128Q 


Hs 90693 


rpnCcafinn [nill;itian rpoinn 




4.0 


410043 


030512 


Hs.58167 


zinc finger protein 282 


zU2H2 KRAB SS rf-C2H2 K 


4.0 


430067 


U79458 


Hs.231840 


WW domain binding protein 2 


GRAM.SS 


4.0 


408449 


NM.004408 


Hs.1 68 161 


dynamln 1 


PH,GEO.dynamln.dynafnin 2, 


4.0 


448099 


8E621839 


Hs.61976 


Homo sapiens cDNA FU12947 lis 


ss' 


4.0 


436656 


N35568 


Hs.5245 


hypothetical protein FLI20643 


SS.TM^ugar_tr,PiD 


4.0 


424512 


X53002 


Hs.14g346 


integrfn, beta 5 


lntegrin_B,EGF.SS.TM 


4.0 


440346 


AI923965 


Hs.59621 


ESTs, Weakiy simBar te A40815 


SS,TM.ig,pkinase 


3.9 


420065 


AW140093 


Hs.12g926 


ESTs 


SS,TM 


3.9 


426636 


8E242634 


HS.20S5 


ubiquiUn-acthrating enzyme El 


ThiF.UBACT,SS,pWnase.UCH 


3.9 


421579 


NIA.002975 


HS.10S927 


stem ceO growth (acton lymph 


teclin„c,SS,TM 


3.9 


427498 


NhL003926 


Hs.178728 


methyl-GpG binding domain pro! 


SS,HLH 


3.9 


457820 


AA341497 


Hs.31408 


RAR(RASIikeGTPASE) 


SSJM.RhomboId 


3.9 


43999S 


6E559554 


Hs.61790 


hypothetical protein FU2333B 


SS.SS.TM.EMP70.PA28_alpha 


3.9 


438652 


AA223S99 


H5.6351 


deava^ and poiyadenylalion s 


2f-CCHC,ztCCCH.thaumalin 


3.9 


414303 


NK1.004427 


Hs.165263 


eady development regutetor 2 


SAM.SS 


a9 


435406 


F26693 


H5.4a84 


calckimfcalmoduSn^pendent p 


pkina5e,SS,hexokinase.hex 


3.9 
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414166 


AVm3296 


Ks.103845 


ESTe, Moderatety similar to 15 


SS 


3.9 


451982 


F13036 


Hs.27373 


Homo sapiens mfo^cONA OKFZpS 


SS 


3.9 


416181 


U37012 


Ks.83727 


dssvsQB snd potyodonytaSon s 


CPSFJ\,SS.TM 


3:9 


402793 






TsiQSt Exofi 


SS,TM,cyclIn,cyc&i_C 


3.9 


418681 


AA287786 


Ks.23449 


Insulin receptor t^osine Una 


SS.SH3 


3.9 


412621 


L40397 


Hs.74137 


trsnsntombrortc tr&flitAii^ prot 


EMP24_GP25USS,TM 


19 


420631 


AW976530 


Ks.28355 


hypothetical protein FLJ22402 


SS,TM~ 


19 


438483 


AW986735 


Hs.321635 


ESTs, Wealdy similar to A46302 


SS,TM,IP trans 


19 


431472 




Hs^56549 


nudeoOde tiindSng protein 2 ( 


fer4_NifHj»arA.APS_kin3se 


19 


4478X 


AL080092 


Hs.19610 


OKFZP^N1362 protein 


SS,TM.SS,TM 


18 


438686 


AW450205 


Ks^05890 


8CL2-like1 


TM,6d-2.BH4 


18 


408815 


AW957974 


Hs.25485 


hypothetica) protein FU22341 


SS.TM 


18 


441196 


BE3978Q2 


HS7744 


NM-007103*:Homo sapiens NADH d 


Complex1_51K,SNF2.N.heiic 


18 


433030 


AW068857 


H8^79929 


QpTSlZ protein 


SS,TM.EMP24_GP25tSS.TM.G 


18 


408721 


BES1S274 


Hs.47062 


polymerase (RNA) It (ONA direc 


RNA^POl^M_15KD.SS.COX7a 


18 


435049 


AL122067 


Ks.4746 


hypothetica) protein FU21324 


SS.pfkB 


18 


431347 


AI133461 


HS.2S1664 


insulin^ike growth factor 2 ( 


SS,lnsulIn,lnsuIin 


18 


450835 


BE262773 


Hs.25584 


hypothetlcat prot^ FU10767 


ArfGap,SS,vwa,TSPN,fn3,Co 


18 


414134 


X&0188 


Hs.861 


mitogen-activated piotein tuna 


pkinase.SS,pkInaso.T-box 


18 


418080 


U57059 


Hs.83429 


tumor necrosis factor (iigand) 


TNF.SS 


18 


448832 


AW245212 


K5.22199 


ECSIT 


SS,rTm 


18 


447256 


AW593008 


H5.6126 


hypotheOcat proton dJ1141E15 


SS.TM,SS,TM 


18 


448107 


045853 


Hs^313 


protein tyrosine kinase 2 beta 


FocaI_AT.pkinase,SS,Pepti 


18 


426433 


L36969 


H5.169875 


' thrombospondln 3 


TSPN.lsp_3.SS.TMSEA,TSPN 


18 


431626 


AL035681 


Hs^55327 


^hypotheticat protein DKFZp761l 


SS 


18 


430956 


AI183529 


Hs^706 


glutathione peroxidase 4 (phos 


GSHPx,SS,TM.ABC„tran 


3.8 


4S0998 


BE387614 


Hs^5797 


splicing foctor 3b, subunlt 4. 


SS,TM,sugar_tr.histone 


3.8 


434899 


BE613631 


Hs.283565 


FOS-Kkeantigen-l 


bZIP.SS,bZIP.cofiIInJ^. 


18 


444734 


NM_001360 


K3.11806 


7-dehydrocholesterot reductase 


ERG4.ERG24,SS.TM 


18 


411090 


BE165650 


HS.339S97 


VPS28 protein 


SS,TM,CPSFJV 


18 


452135 


AI492175 


Hs^1446 


K1AA1716 protein 


V SS,DtX.PDZ,DEP.DIshevelIe 


18 


421339 


AA070224 


Hs.103561 ' 


SRp25 nuclear protein 


'ss 


17 


406535 






TaiigetExon 


SS,TM,Ribosomal_S19e,Ig,l 


17 


447281 


AA017018 


Hs.18021 


hypothetica) protein FLJ20446 


SS.SS,TekGn,Ptwi,PAZ 


17 


433126 


AB021262 


Hs.99816 


beta-catenln-interacting prote 


SS.TM 


17 


425215 


AF030291 


Hs.1 55165 


zinc finger protein^ilte 1 


PHD,SS.TM.DnaJ.ER64_ERG24 


17 


420536 


AL1 17455 


Hs.275438 


hlstone deacetytase 7A 


HisLdeacetyt,SS,HfsLdea 


17 


417998 


AW957420 




gb:EST379495 MA(£ resequences, 


SS.TM 


3.7 


430890 


X54232 


Ks^69g 


glypicOT 1 


GtypiC3n,SS 


17 


427863 


AF189712 


Hs.181002 


Mil seplMike fusion 


SS,GTP_COC.SSJM 


17 


448606 


BE613362 




Homo sapiens ubiqui&i conjuga 


SS.TM ~ 


17 


421961 


■AB032993 


Hs.1 09929 


likely homolog of rat GRlP*ass 


TM,K-tetraJon_t^ans,Hli^, 


17 


410293 


AK000047 


Hs.61960 


hypothetical protein 


t^tetra.SS 


3.7 


425233 


Z17B61 


Hs.1 55218 


ElB^SkOa-associated protein 5 


SPRY.SAP.SS.TM.SPRY.SAP.p 


17 


423683 


BE388699 


Hs.4188 


hypothetical protein MGC10612 


SS,PeptIdase_Cl 5.T6F.beta 


3.7 


415697 


AI365603 


Hs.78605 


OKFZP566t1024 protein 


SS,cpn60 TCyi 


3.7 


415825 


Y18024 


Hs.78877 


inositol 1,4,&4risphosphata 3 


SS 


3.7 


418052 


AA3506S9 


Hs.83347 


angtonassodated. migratory ce 


WD40,BacleriaLPQQ.TM,UPF 


3.7 


444706 


AK0003S8 


H3.11747 


hypothetical protein FU20391 


SS.SS,TM 


3.7 


407381 


AA420659 


Hs.183110 


ESTs, Weakly simitar to ALUC_H 


SS,TM 


17 


423432 


8E2S2996 


Hs.44067 


ESTs 


TM 


3.7 


444982 


AK002182 


Hs.12211 


GOP-fucose transporter 1 


SS.TM,DUF6.SS,TM 


3.7 


407777 


AA161071 


Hs.71465 


squaleneepoxidase 


SS.TM,Monooxygenase 


17 


422715 


AA332178 


Hs.119403 


hexosaminidase A {alpha polype 


Glyco_hydro_20,GIycoJiydr 


17 


422609 


246023 


Ks.118721 


siaiidase 1 (lysosomal sialida 


SS.TM.BNaSS.TM.SET,HSP70 


17 


414732 


AW410g76 


Hs.77152 


mintchromosome maintenance def 


MCM.iyP.SS.zf.C2H2.KRAB 


17 


452579 


AA131657 


Hs.23830 


ESTs 


SS,CNJiydrolase 


17 


419032 


WB1330 


Hs.58643 


ESTe, Highly similar to JAK3B 


SS,pkinase.SH2.lnsulln,pk 


16 


411165 


NM_000169 


Hs.69089 


galactosidase, alpha 


Mellt)lase.RibosomaLL44,2 


3.6 


444000 


AI095034 


Hs.1 35528 


ESTs 


SS,HLH 


3.6 


441174 


BE312775 


Hs.294005 


Homo sapiens, clone IMAG&3050 


SS.TM 


16 


429491 


NIWL012111 


Hs.204041 


chromosome 14 open reading fra 


SS 


16 


438433 


AB018274 


Hs.6214 


K1AA0731 protein 


SS 


3.6 


425162 


BE514851 


HS.1S4885 


choline Unase-Gke 


Cara.acyItransf,ChoIIne_k 


16 


429671 


BE379335 


Hs.211594 


proteasome (prosome. macropain 


AAA.NB^C.TM 


16 


421018 


AI56g028 


Ks.129888 


hypothetical protein FU14768 


zf^H2.SS.mn,ENTH 


16 


433604 


NM_013442 


Hs.3439 


stomaIMe2 


Band.7.SS.TM.AAA.cdc48.N. 


16 


451544 


AK00042g 


H5.26570 


hypothetical protein FU20422 


SS,TM.C0X3,SS,TM.SRF-TF 


16 


444369 


AV649296 


Ks.282793 


ESTs 


SS 


3.6 


406660 


X65371 


Hs.172550 


potypyrtmidine tract binding p 


mn.beta^actamase.SS.try 


16 


456503 


AW977779 


Hs.1 94613 


ESTs 


SS,TM,bromodomain,^hydro 


16 


451711 


AK000461 


Ks.268g0 


cat eye syndrome chromosome re 


&S,SS,TMA.deamIn3se 


16 


425394 


•AA355730 


Hs.323949 


kangd 1 (suppression of tumor 


SS.TM,transmembrane4 


16 


428011 


BE387514 


Hs.181418 


K1AA0152 gene product 


Acy|.CoA_dh.SS.efhand 


16 


407627 


AI419Q20 


Ks.62620 


diramosome 6 open reading ftam 


SS 


3.6 


436437 


F12200 


Hs.5811 


chromosome 21 open reading (ra 


SS,Syia_N,Exo_endo_phos 


16 


419418 


X75621 


H3.90303 


tuberous sderosb 2 


Rap GAP.TuberIn.Peptidase 


16 


440300 


N39760 


K3.8859 


Homo sapiens. Similar to RIKEN 


SS 


16 


448136 


AA036680 


Hs.20447 


protein kbase related to S. c 


pkin3se.PBD 


3.6 


435977 


ALI^Tg 


Hs.5012 


br^specific memtirane-anchor 


SS,TM,SS,TM,ubk;uilin.Rib 


16 


419095 


AA234009 


Ks.188715 


ESTs 


pkinase,PH,p)dnase C 


16 


447267 


AL360143 • 


Hs.17936 


DKFZP434H132 protein 


SS 


16 


418054 


NNA.002318 


Hs.83354 


lysyl oxidase4tke2 


SRCR.Lysyl_oxid3se,SS.TM, 


16 


444354 


AA847582 


Hs.10927 


hypothetical protein R33729.1 


SS 


3.6 
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429093 


AF030249 


Hs.1 96176 


finovl Cofiiizvmfi A hvdralaso 1. 


ECH.Herpes,V23,SS.Gal-bin 


16 


430622 


BE616971 


HsJ47478 


Homo saftfens, Sbrto U) s 


&{)atch,SS,fM,ubkiuifin,a 


16 


440S75 


AW0050S4 


Hs.47883 


ESTs, Weakly slmSv to KCC1_H 


pkbiase 


16 


409&7B 


NM_0O5&32 


Hsi583& 


smaB optic lobes (OrosophSa) 


TM.Peptid3sa.C2 


16 


413097 


BE383876 


Hs.75198 


anliyrin repest^xmta&drtg 


ank.SET.SS.TM.pkinase.SH2 


16 


427579 


AA366143 


H5.179669 


hypotheOcal protein FU20537 


HECT.SS.HEGT 


16 


409154 


U72882 


Hs.50842 


kiterfefccvlnduced protein 35 


SS,ras,RibosomaLL27e.KOW 


15 


44B52B 


BE613248 


Hs.172084 


Homo sapiens, done IMAG&3627 


SS,R0.SH2 


15 


444426 


AL121105 


Kill 170 


RNA binding motif protein 14 


rTnvSS,spectfin.PH/rm,so 


15 


409297 


R34662 


K$^3066 


hsp70-interacting protein 


SS 


15 


441138 


T56785 


K5.10101 


hypotheOcat protein FLJ12675 


SS 


15 


435169 


AF148509 


Hs^79d81 


mannosidase, alpha, cbss IB, 


TM.G!yooJydro_47 


15 


422575 


AK000546 


Hs.1 18552 


hypothetical protein FU20539 


TM.SS.TM,SRCR.Gtyco trans 


15 


403325 






C2000428':gi|7705383lrBl]NP_05 


SS 


15 


437695 


AB014568 


Hs.5898 


KtAA06&8 protein 


TM.UL21,LJpoprotein_6.G6P 


15 


449030 


AI385582 ■ 


KS57100 


Homo sapiens mRNA for FU0001 6 


SS,Synudein 


15 


426542 


AF130746 


Hs.170310 


cat eye syndrome diromosome re 


Ajcte3minase.SS.TM,Hydrola 


IS 


439673 


BE1S9253 


Hs.300638 


ESTs 


SS 


15 


428950 


BE311879 


H3.194673 


phosphoproletn enriched in ast 


OED.SS.TMCatsequestrin 


15 


421564 


AB007864 


Hs.105850 


KIAA0404 protein 


SS 


15 


441094 


U33819 


Hs.7647 


MYC-assodated zix linger pro 


SS,zf.C2H2.UM.PHD.TRIS. 


15 


450007 


BE270893 


Hs.24301 


polymerase (RNA) II [DMA direc 


NA.SS 


15 


422896 


ALD43101 


Hs.127401 


OKFZP434A163 protein; selectiv 


SS.TM 


15 


444914 


AA046947 


Hs.12142 


WD repeat domain 13 


WD40.SS.TBC.rrm 


15 


420176 


050550 


Hs.95659 


Jetlial giant larvae (OrosophU 


WD40.SS.TM 


15 


418984 


AA421401 




ritiosomal protein L16 


SS.TM 


15 


414166 


AWB8B941 


Hs.75789 


N^nyc downstream reguIatBd 


Ndr.abhydrolase.SS 


15 


409944 


BE297925 


Hs.y687 


four and a half UM dom^ 3 


UM.SS 


3.5 


421458 


NM_003654 


Hs.104576 


carbohydrate (keralan sulfate 


SS 


15 


423599 


AI805664 


Hs.31731 


peroxiredoxin 5 


AhpC-TSA.SS,honnone.rec.z 


15 


427715 


BE245274 


Hs.180428 


KIAA1181 protein 


TM.SS.TM.KOW 


15 


405496 






Target Exon 


SS,tubulin,SS 


15 


417911 


AA333387 


Hs.82916 


chaperonin containing TCP1, su 


cpn60_TCP1,SS.cpn60_TCP1 


15 


433620 


AA604520 


Hs.269466 


ESTs. Moderately similar to AL 


SS,UCH-2,UCH-1 


15 


430053 


AFQ52155 


Hs.227949 


SEC13 (S. cerevistaeHke 1 


WI>40,SS.TM,E1-E2J\TPase,C 


15 


458687 


AW024815 


Hs.1 70088 


GLUT4 enhancer factor 


SS 


3.5 


424679 


AL1 17477 


Hs.119960 


OKF2P727G05f protein 


chronra.SS 


IS 


417360 


AW651703 


Hs.82023 


hypotheticat protein similar t 


SS,TM.G0A1 C039,GDA1_C039 


15 


439641 


AI251317 


Hs.33184 


ESTs 


SS,TM,GYF.actin.PA 


15 


426437 


BE076537 


Hs.169895 


ublquiGn-conjugaling enzyme E 


UQ_con.SS.TMArmadillo se 


15 


427117 


BE2SB946 


Hs.173611 


Target CAT 


complex1.49}<d.SS.TM,rrAM, 


14 


422051 


AW327546 


Hs.111024 


solute carrier family 25 (mito 


SS;mlto_carr,SS.mito_c3n' 


3.4 


422759 


AA316582 


Hs^4571 


ESTs 


SS 


14 


417230 


U40998 


Hs.81726 


unci 19 (Celegans) homolog 


SS,glycolytic_enzy 


14 


450158 


AK0019g9 


Ks.24545 


hypothetical protein FLJ1 1 137 


SS.z^C2H2.SCAN.TRIS.SS 


3.4 


425421 


L1 1669 


Hs.157145 


tetracycline transporter-like 


SS,TM.SS.TM 


14 


415515 


F11327 


Hs,167406 


gb:HSC2VD101 nomiaiized Infant 


SS 


3.4 


427868 


AI360119.conip 


Hs.181013 


phosphoglycerate mutase 1 (bra 


PGAM.SS,TM.Idh 


14 


413503 


BE410228 


Ka.75410 


heat shock 70kD protein 5 [glu 


SS,HSP70,homeobax.Hydanlo 


14 


413014 


AW250533 


Hs.75139 


partner of RAC1 (arfaptin 2) 


SSMTiopexln,Ramtn.NHL, 


14 


457655 


AA622968 


Hs.71574 


hypothetical pr^FU14926 


SS,P5CR,EF1BD 


14 


419432 


AK001459 


Hs.90375 


hypothetical protein ELJ10597 


PEP-utiii2ers,P£P-uliIize 


14 


421066 


AU076725 


Ks.101408 


branched dialn aminotransferas 


aminotrarL4,TM 


14 


428036 


AW134756 


Hs.192477 


ESTs 


SS,Exonucle3se,zf-C2H2 


3.4 


430352 


AW750535 


Hs.50742 


Homo sapiens cD^4A: FU23331 fi 


TM 


14 


432647 


A1807481 


Hs.276581 


fibroblast growth factor recep 


Ig,pkinase.SS,TM.ig,pkina 


14 


421310 


AW6300B7 


HS.1Q3315 


trinudeotlde repeat contalnin 


TM,if^2H2.SS,PHO 


3.4 


420999 


AA338903 


Hs.100915 


peroxisomal biogenesis fiactDr 


SS 


14 


409561 


U58048 


Hs.183138 


procoliagen (type lit) N-endop 


SS,TM 


3.4 


419727 


AW1 60796 


H&92700 


DKFZP5640243 protein 


Herpes_env.SS.TM.Peptklas 


14 


421267 


BE314724 


Hs.103081 


n'bosomd protein S6 Idnase, 7 


pklnascpkinase C.SS 


3.4 


411501 


AB002368 


HsJOSOO 


K1AA0370 protein 


SS.TM.SS.TM ~ 


14 


448741 


BE614567 


Hs.19574 


hypothetical protein MGC5469 


SS 


14 


407103 


AM24831 


Hs.256301 


hypothetical protein MGC13170 


SS,TM,trypsin 


3.4 


422808 


AA449014 


Ks.121025 


chromosome 1 1 open reading fra 


SS.TM,trypsin,CUB,ubiquit 


14 


446173 


N95657 


Hs.6820 


ESTs. Moderately similar to YO 


SS 


14 


416535 


K61851 




gb:yrB0e10.r1 Scares fetal liv 


SS.TM.homeobox.UM 


3.4 


406656 


M16714 


Hs.1 61392 


histocompalibiGty oompi 


MHCJ,lg,SS.TM 


3.4 


435669 


Al 887781 


Hs^1819 


HT014 


SS.abhydrol3se.2 


3.4 


411077 


AW977263 


HS.6B257 


general transcrlptlvi tsttar 1 


SS,TM.TGF.bela 


3.4 


427062 


AW327785 


Hs.173421 


K1AA1564 protein 


SS,Peptid3se_M24 


14 


421890 


AW959466 


Hs.21732 


ESTs 


SS^K3HC4.SPRY 


14 


412968 


AW500508 


Hs.75102 


alanykf^NA synthetase 


0HHA1,SS.tRNA^L2c.DHH 


14 


433496 


BE616501 


Ks.32343 


Homo sapiens, Similar to RIKEN 


SS 


14 


433659 


AK001301 


Hs.3487 


hypoUiefk^ protein FU10439 


WD40.SS,TM.Syntaxin.Synta 


13 


44757B 


AA912347 


KS.13&585 


ESTs, WeaWy similar to JC5314 


SS 


13 


441722 


AWg60504 


Hs.173103 


FE65^JKE2 


SS,TM 


13 


452345 


AA293279 


Hs.29173 


hypothetical protein FU20515 


DSPcSSjrT^C.F4)0x 


13 


451714 


AK000344 


Hs.26893 


hypothetk^ protein FLJ20337 


SS.TBC.FHA.2f^HC4 


3.3 


410633 


BE546789 


Hs.346742 


hypothetk:al protein MGC3260 


SS.TM 


13 


410609 


BE298441 


Hs.287361 


AOP-dbosytation factor relate 


arf.ras.SS,arf.StaIhmin 


3.3 


414775 


AA992036 


HS.1727Q2 


ESTs. Weakly sknaar to (delE 


sspa 


13 


428495 


NM-013279 


Hs.ie4640 


hypothef^ (sotein MQC10761 


SS.TM.XPGLN;CPGJ,5_3_exo 


13 


429215 


NM.005341 


Hs.2364 


GlJ-Kruppel fanSy member HKR3 


zK:2H2,BTB,TP2.ietetra.S 


13 



243 



wo 02/102235 



PCT/US02/19297 



44661 S 


AL1 10307 


Hs.15591 


00P9 8ubunit 6 {M0V34 homolog, 


Mov34,SS,zf^2,SCAN 


3.3 


44486B 


BE560471 


Hs.12101 


t^pothcQcsi pfOtGln 


ss.pa 


3.3 


430041 


AW247237 


Hs^83S 


KIAA1049 pro^ 


SS,TM,7tm,1 .tubulin 


3:3 


416950 


ALJ0497S8 


H3.&0552 


dsrnostoponlln 


ss 


3.3 


431203 


AW248421 


Hs^50758 


fvt}te3soni6 (prosfuno, macropsin 


AAA,Sigm354_adivat.SS.TP 


3.3 


432714 


Y12059 


Hs^78S75 


brpinodofngi fVCwrtMflinQ 4 


bronnodomaan,$S,Th^SNF2.N, 


13 


415674 


6E394784 


K3.7B596 


protBSsoms (pfQSontCt inscropsin 


SS,prate3Some.SS,TM,CadhB 


3.3 


426152 


BE299190 


Ks.1 67246 


P450 (cytochroms} oxfdofBducta 


flavodQ]dn,FyU} btndjng.SS 


3.3 


418440 


NM.006936 


Hs.85119 


SMT3 (supfvcssorof rnif two 3, 


ubkiuitin,SS,UQjcon 


3.3 


410545 


U32324 


Hs.64310 


IntBrteukin 1 1 Foceptor, {rfphs 


lg,fh3,SS,TM,GaIP_UDP_tra 


3.3 


409428 


M33680 


Hs.54457 


^81 BnOgen (target of anfipr 


transmembrane4,cydin,SS, 


3.3 


443121 


Z19267 


HS.9M5 


VAMP (vestcte-assodated membr 


TM,MSP dornain 


3.3 


453856 


AA804789 


Hs.19447 


POZ-UM protein mystique 


UM.SS,SH3.Sorb 


3.3 


430137 


NM.005456 


Hs^3424g 


mitOQen-aclrvaled protein Idna 


SS,SH3,PID.SS.R0 


3.3 


446427 


AW295863 


Ks.1 19632 


ESTs 


SS 


3.3 


400747 






Target Exon 


6i3,lg 


3.3 


445580 


AF167572 


Hs.12912 


skbl (S. pomt)e) homolog 


SS,SS 


3.3 


452568 


AA805634 


Hs.300870 


Homo sapiens mRNA; cONA OKFZpS 


SS,rrm.Ephrin,pklnase,ATP 


3.3 


418558 


AW082266 


Hs.86131 


Fas (TNFRSF6)'assoclated via d 


death,ID£D.SS.TM 


3.3 


401655 






Target Exon 


SS 


3.3 


429460 


D56263 


Hs^0323B 


phosphodiesterase IB. calmodul 


PDEase,SS,PDEase 


3.3 


41644B 


L13210 


Hs.79339 


tecttn, galactosldd-binding, s 


SRCR,SS,TM 


3.3 


433038 


AFl 92559 


H5^7S939 


mitodiondrial carrier homc^ 


TM^ito carr,TM 


3.3 


440251 


AW796016 


Hs^2012 


Homo sapiens, dona IMAGE:3687 


SS,TIASS,TM,IRK 


3.3 


412922 


M80721 


Hs74870 


4i2.0 tOrosQphHa)-iike homeo b 


SS,hameobox,SS' 


3.3 


432941 


W04803 


Ks.279851 


hypothetical protein FU 10241 


SS,RN3se_PH.RNase PH C 


3.3 


441244 


BE612935 


Hs.184052 


PiP1201 protein 


SS,TM,WD40 


3.3 


438175 


A1376727 


Ks.122110 


ESTs 


SS,TM,trypsIn,krin8!e,^ 


3.3 


423024 


AA593731 


Hs.325823 


ESTs, Moderately siirtiar to AL 


SS.TM,CD36,CD36 


3.3 


430120 


AW675298 


H3.233694 


hypoU\efcail protein FU11350 


8S 


3.3 


419571 


AW674962 


Hs.91 146 


protein kinase D2 


pkinase,DAG PE-btnd,PH,[X; 


3.3 


413019 


BE2d1604 


HsJ5140 


low density ilpoprotein-relats 


SS 


3.3 


400299 


X07730 


Hs.171995 


kalltkrein 3, (prostde spedf 


trypsin,SS,trypsin,trypsl 


3.3 


433519 


BE263901 




ESTs, Weakly similar to 837431 


SS,TM 


3.2 


434702 


AL039734 


Ks.4099 


narditysin (N-arglnine ditiasic 


Peptldase_M16,HC03_colrBn 


3.2 


422242 


AJ251760 


Ks.273385 


guanine nudeotide binding pro 


G-alpha,8rf,SS,G-atpha 


3.2 


430480 


AL079399 


Ks.241543 


OKFZP586F1524 protein 


SS,TM,hemopexin,Somatomed 


3.2 


452438 


BE514230 


K5.29Sg5 


JM4 protdn 


SS,TM,KOW,HI>^ 


3.2 


456939 


AA431633 


Ks.163867 


NM_002488*:Homo sapiens NAOH d 


SS,tRI^-synL2b,WHEP-TRS, 


3.2 


421009 


AL049709 


Hs.i43357 


Human ONA sequence from done 


TM 


3.2 


411969 


XI 2458 


Hs.72980 


Protein P3 


SaF,SSJM,G6PD,G6PD_C,hex 


3.2 


409197 


N54706 


Hs.303025 


chromosorne 1 1 open reading fra 


SS 


3.2 


417896 


AA379770 


Hs.82890 


defender against cell death 1 


DAD.SSJM 


3.2 


418026 


BE379727 


Hs.83213 


add tiindcng protein 4, 


lipocalin,SS,ilpocallh 


3.2 


409057 


AA702305 


Hs.1 80060 


ESTs 


SS,TGFb_propeptide,TGF-be 


3.2 


437869 


W91976 


Hs.290834 


ESTs 


SS,TM,SH3,zf-C3HC4 


3.2 


413211 


AW967107 


Hs.1 09274 ' 


hypothetical protein MGC4365 


SS,TM 


3.2 


425080 


AI393498 




Inositol l,4,5-tr1pho6phate re 


SS,CTF_NFI 


3.2 


445363 


NM 005993 


Hs.12570 


tubuiia-spedfic chaperone d 


ATP-syntB.HEAT PBS,SS.TM 


3.2 


421943 


6E616520 


Hs343912 


Homo sapiens, Simitar to RIKEN 


SS.TM.SS.TM 


3.2 


443337 


Y07604 


Hs.9235 


non-metastatic celts 4. prolel 


NDK.SS,adh_short.NDK 


3.2 


418885 


D17530 


Hs.89434 


drebrln 1 


cofiiin^F,ss,cofiiin_AD 


3.2 


411817 


BE302900 


Hs.72241 


mitogen-activated protein kina 


pkmase,SS 


3.2 


413891 


BH271020 




tumor suppressor delated in or 


SS,TM 


3.2 


449455 


T60748 


KS.27B408 


hypothetical protein 


TM 


3.2 


419193 


D29643 


Hs.347e9 


doBchyl-diphosphooligosacchar 


SS,TM,DOOST_48kD,VP7,SS.T 


3.2 


406701 


AA780613 


Hs.62954 


ferritin, heavy polypeptide 1 


SS,TM,UDPGT 


3.2 


436467 


AW450278 


Hs.91 681 


ESTs, WaaMy similar to DCHUO 


SS.tRNA-synUb.tRNA^bind 


3.2 


446334 


U52427 


Hs.14839 


pdynierase (RNA) II (DNA direc 


Sl.SS 


3.2 


410270 


AF279142 


Hs.195727 


tumor endothelial marker 1 pre 


SS,TM,EGF,lectin_c^ushi, 


3,2 


445411 


AL1 37255 


Hs.12646 


hypotheScal protein FU 22693 


SS^hormonejeczfCCCH 


3.2 


458018 


All 99575 


Hs.37716 


ESTs 


SSJM,OxysteroLBP 


3,2 


426530 


U2457B 


Hs.278625 


comptement component 4A 


SS^M,NTR,A2M_N,pranyItr 


3.2 


445604 


T08566 


H$.12956 


Tax Interaction protein 1 


PDZ,SS,TM,P2X-receptor,FG 


3.2 


443402 


U77846 




elasfin (supravalvular aortx: 


SS,PDZ,IJM.pkin3se 


3.2 


432416 


BE4 10937 


Hs.2985 


emerin (Emsry-Orsifuss muscula 


L£M,SS,RibosomaLLl OeAy 


3.2 


429662 


AI929701 


Hs^l 1586 


phosphoinositid6-3-1dn3Sfl^ reg 


&H2.SHlRtiaGAP SS GILT SH 


3.2 


429150 


AFl 201 03 


Ks.197366 


smoothened (Droso{rfiila} homoto 


SS,TM,Fz,Frizzled,7trT\_2.S 


3.2 


427729 


AB033100 


Hs.300646 


ICAA1274 (votein (dm3ar to m 


SS 


3.2 


418151 


AA864238.comp 


Hs.83583 


acSn related protein 2/3 comp 


RhoGEF,REV,PH,SS TM,Ribos 


3.2 


448250 


NM-016034 


Hs.20776 


rrdlochondrial rfttosomsJ prote) 


Rit)osomal $2,SS,[ipocatin 


3.2 


431158 


AW859138 


Hs.l 36280 


Homo saf^ens cDt^ RJ22288 fi 


SS,Exonittlease 


3.2 


414292 


BE388407 


HsJ5875 


uUquHirvconjugating enzyme E 


Ua.con,SS.TM,SAM.PNT 


3.2 


406307 






Target Exon 


SS,TM.7tnu2,SS,TM.7tnL2.G 


3.2 


423325 


R55565 


Hs.347286 


hypolhetica) protein FU22427 


SS,TM.Siirp.ubiquitin,TBC 




427584 


BE410293 


Hs.179718 


vnmyb avian myeloblastosis vir 


NA.SS 


3.1 


419089 


AA233801 




ESTs, Weekly similar to CA13.H 


SS 


3.1 


431717 


BE396150 


Hs.6945 


n^Itochondridl ribosomal protei 


SS,TM 


3.1 


448381 


D61S80 


Ks.21036 


Homo sapiens mRNA; cDNA 0KFZp4 


RhoGAP,SS.TM.SET.rf-CXXC. 


3.1 


419394 


AB011124 


Ks.90232 


KIAA05S2 gene product 


SS.Ig 


3.1 


436240 


BE388673 


KS.508& 


hypothetical protein MGC10433 


SS.TM,Ets.COX6B,transm8mb 


3.1 


413900 


AW409747 


Ks.75612 


stress-tnduced-phosphoprotein 


TPR.SSJM.DnaJ 


3.1 


417920 


S47B33 


KS.B2927 


adeno^ monophospt^ deamui 


A^deam!n3se,SS.G-aIpha,GS 


3.1 


421619 


NM.013403 


Hs.108^65 


zinedin 


WD40,pkinasa,pkinase 


3.1 



244 



wo 02/102235 



PCT/US02/19297 



426362 


BE267158 


Hs.169474 


DKFZP586J01 19 protein 


IF-2B,SS.PP2C 


3.1 


408917 


AW249025 


Hs.7768 


fibioUast growth ^ctor (acid 


SS,bZIP*oai>J^F.EGF 


3.1 


443099 


AI372835 


KS.9CI03 


hypothellcal protein FU 13868 


TM 


3:1 


427022 


AW24^ 


Ks.173255 


ffnaf) nucb3r ritjonudeoprote! 


rTm,SS,rm\SH3,r8S,2^9-Fe 


3.1 


452711 


AWS67047 


Ks.293224 


ESTs, WesMy sImBar to T00375 


ss 


ai 


407236 


W79485 


Hs. 173980 


nuctesr mstrix protein KMP200 


WO40,SS,TM,PTR2,7tm_1 


3.1 


452537 


AW247390 


Hs.77735 


hypotheflcd protein FU 1 1 61 8 


SS,SNF2JJMiC8S8_C 


3.1 


452139 


AA099989 


Hs.16331 


Homo S2f»ens cONA: FU21482 6 


SS 


3.1 


447629 


AF034790 


Ks.19105 


trBnsh)C3se of tnner mitocttond 


Tlm17,SS,TM.pkinase,0TU 


3.1 


401097 






CI 2000858^oil7363437|ref|NP_0 


SS,TM,7tin.1.SS 


3.1 


452736 


C01164 


Ks.4232 


Homo sapiens PAC done RPM30 


SS,SS,TM.T6C,5urp.ubIquit 


3.1 


435507 


At143579 


Ks.26510 


vacuolar praldn sorting 33B ( 


SS.Sec1.Sec1 


3.1 


424934 


U75370 


Hs.153880 


polymerase (RNA) mitochondria) 


PPR,SS,TM,cNMP_bindir^.RN 


3.1 


413245 


BE244334 


Ks.75249 


AOP-n1x}sytallon tetor-tiks 6 


SS,TM,kaiaI.RibosomatS8, 


3,1 


409858 


NM.005586 


Ks.56828 


trinudeoSde repeat oonlainln 


SS.SS.TM,B56 


3.1 


424582 


AR)26349 


Hs.150922 


SCSI (yeast homotog)-Glc8 


AAA.SS,PI-PLC-X,PH,PI-PLC 


3.1 


431677 


AK000496 


Hs.306989 


hypothsQcal protein FU20489 


SS 


ai 


417947 


AA323563 


HS.32S309 


hypothettcal protein FU14596 


SS,TM,PTPA 


3.1 


409283 


NhL004860 


Hs.52788 


firj^ X mental retardation, 


KH-domaln,SS,TM,HMG_box 


3.1 


412813 


Ai=086947 


H3.74617 


dynactin 1 (p150, Qued (Oroso 


CAP GLY.SS ' 


3.1 


456535 


AA305079 


Hs.1342 


cytochrome c oddase subunit V 


COX5B,SS,p450,actIn 


3.1 


432482 


L19267 


HS.27S924 


dystrophia myotoncca-containln 


WO40,SS,pkln ase,pkinase 


3.1 


437256 


AL137404 


Hs.97871 


Hem sapiens, done IMAGE:3845 


TM,SS 


3.1 


440191 


AI990417 




' tutniHn, beta 5 


SS.formiminotr.prenyttran 


3.0 


407972 


AA827639 


Hs.18587 


.J<IAA1588 protein 


SS,TM 


3.0 


420890 


AA434058 


Hs.100071 


6-phosphogluconolactonase 


Glucosamine JS0.SS 


ao 


440060 


AI695387 


Hs.126451 


ESTs. Weakly sinular to A46302 


SS 


3.0 


452222 


AW606287 


Hs.21432 


SEX gene 


SS,TM.Sema,TIG.PSI,GOI 


3.0 


401772 






NML014520:Homo sapiens MYB bin 


SS 


3.0 


453754 


AW972580 


Hs.172753 


ESTs 


SS,TM,ras,RibosomaI_81 9,T 


3.0 


423865 


H05202 


Ks.133968 


FGF receptor acfivatrng protel 


SS,TM 


3.0 


450962 


BE535647 


Hs.25723 


Sjogren's syndrome/sctetfoderma 


SS.TM 


3.0 


441954 


At744935 


Ks.8047 


Fanconi anemia, oomplementafio 


TPR,SS,TM>VAA,cdc48 N.Ban 


3.0 


412787 


067452 


KsJ4579 


KIAA0263 gene product 


r^CCCH,SS,TM,I^TP_transfe 


ao 


422034 


AC00&486 


Ks.333069 


Ets2 repressor factor 


Ets,SS.pklnase.PAF.AH_lb 


ao 


450788 


AI738410 




ESTs 


SS.TM 


ao 


452511 


BE40817B 


Ks.285165 


Honu) sapiens cDNA FU2084S Rs 


SS,thlored,P5CR 


3.0 


414380 


BE391815 


Hs75981 


ubiQuitin specific protease 14 


UCH-2.UCK-1 .ublquitIn.SS 


ao 


407597 


AA043925 


Hs.339352 


Homo sapiens brolher of COO (B 


SS,TM.SS.TM 


3.0 


434955 


6E276128 


Hs^84286 


mitochondria] ribosomal protei 


SS 


ao 


435532 


AF220049 


Hs.43549 


uncharacterized tiemalopoletic 


SS.UQjcon 


ao 


432465 


DS5165 


Hs.275163 


non-melastatic cells 2. protei 


NDK.SS.NDK 


ao 


430526 


AF181862 


Hs^42407 


G protein-coupled receptor, fa 


7tm,3.homeobox.SSJM 


ao 


453412 


AJ003290 




gbAI003290 Selected chromosom 


pkinase 


ao 


446456 


BE613933 


Hs.15106 


chrontosome 14 open reading fra 


UPF0143.SS 


ao 


433180 


AB038651 


Hs.31654 


K562 ceO-dertved ieudne-zipp 


TM.Acetyitransf,TM.Aoetyi 


ao 


447322 


BE61764g 


Hs.77690 


RAB5B, member RAS oncogene fam 


SS,oxldored_moIyb,hemG_1 , 


ao 


422266 


N25485 


Hs.330310 


maternal G10 transcript 


G10.SS.WD40 


3,0 


419578 


AF064853 


Hs.91299 


guanine nucleotide binding pro 


WD40,SS.EPO_TPO 


ao 


446929 


AA076132 


Hs.9460 


Homo sapiens mRNA; cONA DKFZp5 


SS,TM.WD40 


ao 



TABLE 21 B: 

Pkey: Unique Eos probeset IdenGfier number 
CAT number Gene duster number 
Accession: Gcnbank accession numbers 



Pkey 
408215 



409938 
411674 

413052 
413837 



414023 

416535 
417998 
416984 



419069 

419250 

420160 
421572 



CAT Number 
10478.1 



116091.1 
1253746.1 

1347214.1 
139363.1 



413891 139759J 



1410860J 

1599332.1 

171375.1 

181094.1 



181650.3 

183289.2 

191054.1 
20402^1 



Accession 

BE614290AA307674 N35629AA338536AI193603AA781096AI680061Al613258AW276647BE221253AI348910AI985ro^ 

AA666391 AI160210At446461 A135S345 AI343638AI343640AI275091 M78746 AW262795AW250002 AA503756 AI934519 AW272086N26520 

AA626639 

AW974648 AA652153 AA649671 AA078582 

AW861 1 23 AW861 125 AW856717 AW861 116 AW856706 AW856788 AW856774 AW856787 AW856780 AW855782 AW856789 AW856772 
AW856784 AW856786 AW856776 AW856535 AW856767 

6E249841 BE062657 BE062771 BE062636 BE062813 BE062699 BE062895 BE0&2747 6E082719 BE233541 

AW163525 AWl 63255 AW163385 A1929359 BE279279 AA132590 AW157329 AA584408 AW157252 A16921 98 AW003514 T24436 A1765658 
AW157459 AI810740 AIB595B2 AI969924 AI929284 AI340993 A1349083 AW299522 AW654650 AW299513 AA132529 A1340991 AI912836 
AI341293AI650609AA279 

BE271020 AI753358 AI925430 AI806151 AW003726 T15590 AA649945 AW12991 1 AI570748 T57492 AA828002 AW237602 AW003539 All 39045 
AI950958 BE042625AW778973 AI287859AI383931 AW515101 AWl 50029 AI358496AI62 1173 AA846016AI470921 AW169748 A1991000 
AW513748AI04058 

BE243628 BE246081 8E247016 BE241984 BE241534 BE246091 BE245679 BE243620 BE24599a BE242329 BE241417 BE241457 BE242522 
BE241989BE241464 
H61851 H74099T67099 
AW967420AA210915AA236991 AA210916 

AA421401 T49326 AA330666 AA328941 W63573 AA758023 AA976306 H52254 AAB771 07 BE207784 AW664584 AI924890 AA458586 AI422142 
AIB91097AI811174R69866 T49327AA233722AAS31138AA910314AI379416AI129321 AA861574AA635549 AI339443 AW009533AA677035 
AA948287AA62 

AA23a01 BE383487 AA913939AI632681 A1813277 AI373552 AWl 34802 A1853574AW305364AI858557A1670746AI01 5036 AI935384AI93531 7 
AW138S6e AW204971 AI765223 AA884146 AAS73341 AA234062 

AW770185 AW296271 HI 1254 AW403510 AI032786 AA767046 A13761 15 A1582209 AA460965 A1868663 A101 6900 R0571 5 AI127382 A1660953 
AI023844 H00465 AW959578 AA815039 AW292253 R05714 AA815462 AA235654 AA461274 W24933 AA300091 H00515 
A14g2840 AI2S7657 AA255989 At698206 AI468558 

AA531607A1565370AI376907AIB11618AW13814SAW1 39465 AM21 658 AA293069AW118141A1214980AW663502y« 
AA650416AI498947 

245 



wo 02/102235 
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.1 

30590^_l 

313927J 
368801^ 
46360.1 
4fl804_3 



231 12.1 mm AA33fl585 A1570568 AW341487 AI827050 AW29B668 AI792189 AI015693 Ar733S99 A1572251 AI672488 AW193262 A124471 6 AI864375 

AI206100 AA91 2444 AI269365 A1&40254 AW772466 A18S7336 AA627604 HI 6914 AA358477 AA338009 
246559 1 AI393498 R42314 AI088818 A1696466 AI418641 AA5731S2 F0Bd17 AI910796 AW338984 R3g024 AA729145 BE245956 AID93722 AA541730 

F0SS35 At242755 AA350447 AA865667 T93903 AW081029 AA49371 1 AA650030 N35995 N21491 T57002 Z25379 AI906851 
27647 1 BE270447 AW409921 BE20728S &E207170 056355 BE263223 BE408171 BE262243 8E392439 6E292738 BE261776 BE3143aO BE267719 
BE26S715 6E513876 BE295291 BE297066 AA210923 BE407519 K51344 BE622905 AW248281 AW2S0313 T19021 AA3551 15 AA316879 
BE269633 BE621936 AA2g0724 

27815 1 W60675 AK001212 AA155752 AAB78366 AA090872 AB033013 AW249107 AAO31890 AA112820 AW366388 N55156 AA326756 AW952294 
AA180820 C03570 C04358 W60676 AW248674 AA034989 AA044781 AA074274 H26212 AI800572 All 27583 At951 785 AA856557 AI571746 
H2383SAI569543AI215670 
AW8791 41 AA421 1 82 AI734104 AI733923 AA430600 

AI824164 At676005 AW12g612 AI82S903 AA773987 AI823645 AI823860 AA456229 AI824295 AA454622 AI264049 
A)305153 W96164 AI298273 AW884073 AW883986 

AWg66343 AA468507 A1478223 AW51 3008 AI7621 22 AI554512 AAa62642 AA468976 
BE263901 AA596088AI190276AI094806At831250At572668AW204652AI660600A1922941 R49821 

LD8239 BE618914 AW385394 AW38539a AW385401 A1922683 AA907337 AA160504 AA928142 AA601959 AA010594 BE618528 AA160591 
At990417A)304400AI193071 AI742483 AW003408 AW131566 A1400201 AI656740AI309186 AW665173 AW204722AI215122 AI20078S 
8E467373A1147599A)215120A)076110AI803429AI262491 Ai608243AI2B1007 AW135212AW205103AI754349AI004601 AI051273AW768918 
AW103289At4 

443402 568U U77846AA479373AA346348AA348194M26867AA728901 AA715367AA377787 R64238A1752721 R77311 AA339685 BE074254AW938712 
AWD68444 AA330624 AA347098 AA327507 AW391973 AM95763 AA479278 AW605018 T1 9644 A1204484 AW834745 AW081309 AW030002 
AI095659AI131556A156 

61 16_1 AA457456 AA907921 A1567715 AA579472 T64216 AA37312B F35533 AA722113 T64403 AA653738 F28805 AA595689 AA047537 AA022499 
AW440532 F367e2 Al554l80 AI183767 AI806052 AA160379 AA481 678 Atie5031 AI148988 Al 174482 AAS68833 AI674395 AA481 440 AI914985 
A!598ni AA44 

64558_1 BE246743 AA436942 AW024744 AW242177 AA975476 AW3851 85 R07536 R73462 AV654529 T57442 AI399986 R50073 R48743 AI769589 
AI863005AA317806AI678000AW189963AI986207AW471273R73463Al335104AI590161Ai469257AI954604 H219M 
RS0074AI708253AI2 

77159.1 BE613362 AA447862 H72036 AA393664 AI681334 AW139128 AA932579 A1302241 AI936600 AW960528 AI492148 C06192 AA336107 AAB08008 
AW615212BE297403BE29897BAI187207AA928695AI620631 AA93812BAI346527AI040261 AA808401 AW1 30325 Al 44031 3 AA868693 
At65332gAI33246 
775217.1 AI56a769 AI857497 AW1 51454 
846840 1 AI738410 AW016905 AI97172S 
901991 1 BE378541 A!863051 
966264.1 AJ003290 AJ003288 AW276947 
1376021 1 T70192BE147696 
1383899.1 BE170313BE158339BE158290 

274445 1 AW377258BE067468BE057511 aE087515BE067467BE067514AA397442 



423696 
425080 
427239 

427391 



428092 
429545 

430168 
433519 
438707 
440191 



444590 
445625 



448677 
450788 
452160 
453412 
455857 
455928 
457022 



TABLE 21 C: 

Pkey: Unique numbercorresponding to an Eos prubeset 

Ref: Sequence source. The 7 digit nuntes In this column are Genbank Identifier (Gl) numbers. *Dunham I. et a).' refers to the publication entitled The DNA sequence of 

human chromosome 22" Dunham, et al. (1999) Nature 402:489-495 
Strand: Indicates DMA strand from which exons were predicted 
Ntjxisition: Indicates nucleotide positions of predkted axons 



Pkey 


Ref 


Strand 


Nt_posifion 


400460 


8389428 


Plus 


35559-36295 


400563 


9844011 


Plus 


81941-82434 


400747 


7329330 


Minus 


71249-71441 


400846 


9188605 


Plus 


39310^9474 


401097 


9965518 


Minus 


6035&«1096 


401128 


8699792 


Plus 


37349-37885 


401655 


9099093 


Pius 


7955e«)132 


401727 


8134856 


Plus 


54342-54482 


401751 


9828651 


plus 


139165-139322 


401772 


9966243 


Phis 


183917-184042 


402355 


9454515 


Minus 


70928-71185 


402463 


9796896 


Minus 


8818-8952 


402665 


8077033 


Minus 


11824-12090.14290-14544 


402793 


6136940 


Minus 


69012-69165 


402916 


7406502 


Minus 


351-474,541-687 


403028 


7670577 


Minus 


114150-114272 


403325 


8440025 


Minus 


109763-109926 


404256 


9367203 


Plus 


146931-147796 


405189 


7229907 


Minus 


168235-168795 


405325 


6094661 


Minus 


25818-28380 


405356 


2155224 


Pkis 


36116-38276 


405496 


8468966 


Phis 


147706-148062 


406101 


9124019 


Phis 


125325-125831 


406307 


8576099 


Plus 


95473.95585,98900-99180 


406535 


7711477 


Ptus 


83135-83362 



Table 22A Gsts about 81 1 genes up^egulated In ovarian cancer compared to ttormal adult tissues that are likely to encode extraceQutar or cell-surface proteins. These were 
selected as tor Table 2QA, except that the rstk) of 'sveragoT ovanai> cancer to 'average' normd adidl tissues was greater than or equal to 4.0, the 'average' ovarian cancer level 
was set to the 96th percentilQ value amongst various ovarian cancer specimens, the 'average' normal adult tissue level was set to the 75th percentile value amongst varkxis non- 
maSgnanl tissues, the 'average' ovarian cancer value was greater than or equal to 80 units, and the predtctsd protein contained a stnidural domain that is Indlcafive of enzymatic 
function or of transducing an intracellular signal, or of being modutatable by snull motecules (e.g., pkinase. pepQdase, phosphatase, or k>n_transporter). Predicted proteki 
domains are noted. 



TABLE 22A: 

Pkey: Unk;ue Eos probesetMentifier number 

ExAocn: ExemptarAccessIon number. Genbank accession number 
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UnlgenelD: Unigene number 
Unigens Title: Unigene gene title 
Protein Dom.: Predicted protein domain 
R1: RaQo of tumor to nomia) body Qssue 



Ptey 


ExAccn 


UniGenelD 


Ur^ene Title 


Protein Oom. 


Rl 


407223 


H96850 




gb:yw03b12^1 Sosres nnelsnocyt 




58.9 


430281 


A!S78842 


Hs^37924 


CQ-69 protein 


mitojcarr 


46.7 


410418 


D31382 


Hs.63325 


transmembrane protease, serine 


WLrecepLa. trypsin 


41.0 


431773 


eE409442 


Hs^68557 


[^Icstrtn homology4ike domai 


PH 


37.1 


438424 


AI9124g8 


Hs.25895 


hypothetic^ protein FU14%6 




35.3 


418969 


W33191 


Hs:28907 


hypothetical protein FU202S8 


SH3 


35.2 


453028 


AB006532 


Hs.31442 


RecQ {KOtein-inte 4 


OEAO,halIcase^C 


28.2 


407722 


BE252241 


H3.3a041 


pyridoxat (pyrldoxine, vitamin 


pfkB 


28.2 


451721 


NM.006946 Hs.26915 


spectrin, beta, rKUverythrocyt 


spectrin,PH,CH 


27.9 


416819 


U77735 


Hs.80205 


ptnv2 oncogene 


pkinase 


27.9 


430397 


AI924533 


Hs.105607 


(^carbonate transporter relate 


HCX)3 cotransp 


27.7 


450334 


AR)35959 


Hs^4879 


phosphaSdic add ftfiosphatase 


PAP2 


26.7 


418945 


BE246762 


H$^9499 


arachidonate S-tipoxygenase 


tlpoxygenase,PLAT 


25.3 


424420 


BE614743 


H3.146688 


prostaglandin £ synthase 


MAPE6 


25.1 


412674 


X041D6 


Hs.74451 


calpain 4, small subunit (30)^ 


efhand 


24.4 


430023 


AA158243 


Hs^27729 


FKS0&4}indtng protein 2 (13kD} 


FKBP 


24.3 


444672 


295636 


Hs.11669 


laminin, alpha 5 


lamlnln.EGF4ananln.G,EGF 


24.0 


413726 


AJ27&465 


Hs.75510 


annexihAll 


annexin 


23.1 


438951 


U51336 


Hs.6453 


{nositolJ,3,4^phospha!a 5/ 


oxidored.nitro 


23.0 


429099 


BE439952 


H$,196177 


phosphorytaso Idnase, gamma 2 


pkinase 


23.0 


431765 


AF124249 


H3^68541 


novel SH2-€onta!ning protein 1 


SH2 


22.4 


422645 


L40027 


H3.1 18890 


glycogen synthase kinase 3 alp 


pkinase 


22.4 


413436 


AF238083 


Hs.68061 


sphlngosine Idnase 1 


OAGKc 


22.3 


422639 


AI929377 


Hs.173724 


crea^ne kir^ase, brain 


ATP-gua.PtransATP-gucLPl 


21,5 


429889 


AI907018 


Hs.15977 


Target CAT 




2U 


418891 


NNL002419 Hs.89449 


mltogen-acSv^ed prot^ Idna 


5K3,pkinase,pyrtdoxal deC 


21.1 


419138 


U48508 


Hs.89631 


ryarradine receptor 1 (sk^tal 


RYDR_ITPR,RyR,SPRY,ion_tr 


21.0 


432866 


BE395875 


Hs.279609 


mitochondrial carrier homolog 


mitojcarr 


20.9 


452875 


BE275760 


Hs.30928 


DNA segment on chromosome 1 9 ( 


EuKjxwn 


20.8 


426997 


BE620738 


Hs.173125 


peptidylpFotyl isomerase F [cy 


pro.tsomerase 


20.8 


402916 






ENSP0000020258r:eicarbonate t 


HC03_colransp 


20.8 


425760 


017629 


Hs.159479 


galactosan^ne {N-acatyI)-6-sut 


Sulfalase 


20.7 


400419 


AF0a4S45 




Target 


EGF,ig,leclin c,sushl,XII 


20.0 


419444 


NM_002496 Hs.90443 


Target CAT 


fer4 


19.5 


459133 


U40343 


Hs.29656 


cydin^pendent kinase inhib) 


ank 


19.2 


447595 


AW379130 


HS.189S3 


phosf^odiestarse 9A 


POEase 


19.2 


422708 


AB017430 


Hs.l 19324 


kinesin^ike 4 


kinesin,homeobox 


19.0 


414837 


U24266 


Hs.77448 


aldehyde dehydrogenase 4 fanvl 


aldedh 


18.8 


429712 


AW245825 


Hs.211914 


EN5P00000233627*:NADH-ijbiquino 


oxidored_q6 


18.5 


425848 


BE242709 


Hs.159637 


valyl-tRNA synthetase 2 


GST C,GST„N,Tropomyosln 


18-4 


451643 


M64437 


Hs.234799 


breakpoint cluster region 


RhoGEF,RhoGAP,PH,C2 


18.1. 


447859 


AK002194 


Hs.19851 


pero;dsGmal bbgenesls factor 




17.5 


426457 


AW894667 


Hs.169965 


chimerin (chlmaertn) 1 


DAG_PE-bind.RhoGAP 


17.3 


421612 


AF161254 


Hs.106196 


8D6 antigen 


Idl recepLa 


17.1 


421363 


NM_001381 


Hs.103854 


docking protein 1, 62kD [downs 


PH~IRS 


16.9 


442739 


NM_007274 Hs.8679 


cytosodc acyl coenzyme A thio 


Acyl-CoA.hydro 


16.6 


420568 


F09247 


H3.247735 


protocadherin alpha 10 


cadherin 


16.8 


421445 


AA913059 


H5.104433 


Homo sapiens, done IMAGE:4D54 


asp 


16.8 


425424 


Nl^004954 Hs.157199 


ELKL motif Mnase 


pktnaseMl.UBA 


16.7 


446329 


NM_013272 Hs.14805 


solute carrier family 21 (orga 


kazal.OATP_N.OATP_C 


16.5 


406620 


M81105 


Hs.146550 


myosin, heavy polypeptide 9, n 


myosInJtead.Myosin tail,l 


16.4 


429109 


AL008637 


Hs.196352 


neutrophO cytosolk; factor 4 


PX,SH3,0PR 


16.3 


429183 


AB014604 


Hs.197955 


K1AA0704 protein 


PH,Ob(ysterDLBP 


16.2 


444664 


N26362 


Hs.11615 


map kinase phosphatase^ke pr 


DSPc,Rhodanese 


16.2 


427640 


AF058293 


Hs.180015 


[Mopadiroms tButomsrase 


MlF,late_protein_L2 


16.2 


425123 


AW20S274 


Hs.154695 


phosphomannomutase 2 


PI\^M 


16.0 


416006 


AA324251 


H5.7a950 


t)r3nched ch^n keto add dehyd 


E1_dehydrog 


15.8 


412942 


AL120344 


Hs.75074 


mitogdn-adlvated protein Idna 


pkinase 


15.8 


423366 


Z60345 


Hs.1 27610 


acyl-Coenzyme A dehydrogenase, 


Acyl-CoA_dhA:yl-CoA^dh_M 


15.7 


426391 


AW161050 


Hs.169611 


secorvd mitochondria^lerived ac 




15.7 


424568 


AF005418 


Hs.150595 


cytochrome P450, subfamfty XXV 


p4S0 


15.5 


420029 


BE25B876 


Hs.94446 


potyamind^utated factor 1 


aWo.ketjed 


15.5 


433573 


AF234887 


Hs.57652 


cadherin, EGF LAG seveni)ass G 


7tnL2.EGF.cadherin4amini 


15.4 


407619 


Ali)50341 


H5.37165 


collagen, type IX, alpha 2 


Cdlagen 


15.3 


427326 


A1267878 




gb:qv23fD6jc1 Na.CGAP.Lym6 Ho 


7tnLl ' 


15.2 


442620 


C00138 


Hs.8535 


Homo sapiens mRNA for KIAA1668 




15.1 


458130 


AA115811 


Hs.6838 


ras homolog gene family, membe 


ras.arf 


15.0 


449936 


AA9382g3 


H5.6OO88 


hypothetical protein MGC11314 




15.0 


409230 


AA852431 


Hs.51299 


NM_021074:Homo sapiens NADH de 


comptex1_24kD 


14.7 


423801 


NM:015071 


Hs.132942 


GTPase regulator associated wi 


RhoGAP,SH3.PH 


14.0 


419839 


AK001502 


Hs.91753 


hypothetical protein 




13.6 


419298 


AA853479 


K5.a9890 


pymvate carboxylase 


CPSase U.chain,PYC.CADA,H 


13.6 


426108 


AA622037 


H5.166468 


programmed cell death 5 


DUF122 


13.5 


446133 


AA723157 


Hs.73769 


folate receptor 1 (adull) 


Folate jec 


13.5 


418736 


T18979 


Hs.87908 


Snf2-related C8P activator pro 


helicase CAI'.hook 


13.5 


436543 


NM_002212 H3^215 


integnn beta 4 Unding protel 


eIF6 


13.3 


431515 


NM.012152 


K5^585B3 


endothelial difEerentiation. ( 


7tm.1 


13.3 


429469 


M64590 


Hs^7 


gtydne dehydnigenase (decarbo 


GOC^ 


13.2 
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431462 


AW583672 


Hs,25631t 


Oran]rv£KB neuioendocrins pep 




13.2 


444855 


8E409261 


Hs.12084 


Tu translafon elongaSon fad 


GTP_EFTU.GTP.EFnJJ)3.GTP_ 


112 


423464 


NM.016240 Hs.128856 


CSR1 protein 


Cdlagen 


iai 


450757 


ABO06190 


Hs.25475 


aquapodn? 


MIP 


lao 


428539 


AW41X83 


Hs,184877 


stituts carriar family 25 (mito 


mitojcarr 


13.0 


436014 


AF281134 


Hs.283741 


exoGomo conponenl Rip46 


RNase_PH,RNase_PH-C 


129 


416866 


AA2g7356 


Hs.e0324 


sertneAhreonlna protein phosp 


Metallophos 


1Z9 


433867 


AK0O0S96 


Hs.3618 


hlppoca)di>-Cke 1 


efhand 


129 


411408 


U76666 


Ks.69949 


caldum channel, vdtag&^epen 


lor\_lr3ns 


128 


432329 


NM-002962 


Hs.2960 


S100 caldunvb'mfing protein A 


SJ00,eQtand 


127 


447887 


AA1 14050 


Hs.19949 


caspasa 6, apoptosi&^lated c 


1CEJ)20,DED.IC^10 


127 


427448 


BE246449 


Hs.2157 


Wbkott^Iddch syndrome (eczs 


WH1.PBD.WH2 


12.7 


428820 


AA436187 


Hs.172631 


kitegrin, alpha M (complement 


l=&GAP 


127 


446603 


NNL014835 Hs.15519 


oxysterol-blndlng protein-reta 


OxysteroLBP 


126 


422633 


X55832 


Hs.1 18804 


enolase 3, (t)eta, muscle) 


enolase 


12.6 


446839 


BE091926 


Ks.16244 


mltoUc spbKfle ccited-coQ re 


Troponin 


12.6 


414757 


U46922 


Hs.77252 


tragBe Hstidlne triad gene 


HIT 


125 


428593 


AW207440 


Hs.185973 


degenerative spermatocyta (horn 




12.5 


432370 


AA308334 


Hs.274424 


N-acetytneuramintc add phosph 


AntitreezcNeuB 


12.5 


401542 






C15001413*:gI|10645199IreflNP_ 




124 


428782 


X12830 


Hs.193400 


intarleuldn 6 receptor 


fh3^ 


123 


425999 


AW513051 


Hs,332981 


ESTs. Weakly similar to 138022 


FAD_bindlng.2 


12.3 


422301 


AI752163 


Hs.114599 


collagen, type VIII. alpha 1 


C1q,Collag8n 


122 


410720 


AF035154 


Hs.65756 


regulator of G-proteIn signall 


RGS.G^amma,DEP 


122 


407143 


C14076 


Hs.332329 


EST 




121 


421321 


NM-O0S3O9 


Hs.103502 


gliitamt>pyruvate transaminase 


amlnotran_1_2 


121 


425251 


Z22521 


Hs.155342 


protein Idnase C, delta 


pkinase,DAG_PE-t)ind,pkina 


120 


431354 


BE046956 


Hs.251673 


DNA {cytoslne-S-Hrethyltransf 


PWWP.PHD 


120 


420421 


AF281133 


Hs.343589 


exosome component Rrp41 


RNase.PH,RNase_PH_C 


12.0 


416714 


AF283770 


Hs.79630 


C079A antigen (immunoglobulin- 


lg,ITAI«.Zn_clu3 


120 


427336 


NM_005658 Hs.2134 


TNF receptor-associated factor 


MATH 


120 


409799 


D11928 


H3.7684S 


phosphoserine phosphatase-Glte 


Hydrolase 


11.9 


436319 


H90727 


Hs.5123 


inorganic pyrophosphatase 


Pyrophosphatase 


11.9 


400748 






NM-0221 22Homo sapiens matrix 




11.9 


428948 


BE514362 




FKSO&^inding protein 3 (25kD) 


FKBP,P1P5K 


11.8 


401215 






C12000457*:gi|7512178lpir|(T30 


trypsin 


11.7 


401281 






OKFZP588N21 24 protein 




11.7 


427397 


A1929665 


Hs.177656 


calmodulin 1 (phosphorytase ki 


efhand.RmaAD 


11.7 


453496 


AA442103 


Hs.33084 


sohite carrier family 2 (fadl 


sugar.tr 


11.7 


409608 


AF231023 


Hs.55173 


cadherin. EGF LAG seven-pass G 


7tnL2/:adherin,GPS,lamini 


11.7 


424415 


NM_001975 Hs.146580 


enolase 2, (gamma, neuronal] 


enolase 


11.7 


447495 


AW401864 


Hs.18720 


programmed cell death 8 (apopl 


pyrjedox 


11.5 


426928 


AF037062 


Hs.172914 


retinol dehydrogenase 5 (1 l-d 


adlushort 


11.6 


405371 






NW_005569*:Homo sapiens LIM do 


pkinase,UM,PDZ 


11.5 


416282 


R86664 


Hs.167257 


t)raln link prolein-1 


XTink 


11.4 


452295 


BE379936 


Hs.28866 


programmed ceH death 10 




11.4 


430390 


AB023186 


Hs.241161 


K1AA0969 protein 


PH 


11.4 


430594 


AK000790 


Hs.246685 


hypothetical protein FIJ20783 


PH 


11.2 


443814 


BE281240 


Hs.g857 


cartwnyl reductase 




11.2 


440242 


AW295871 




glucose transporter protein 10 




11.1 


447365 


6E383676 


Hs.334 


Rho guanine nucleotide exchang 


SH3.PH.RhoGEF 


11.1 


400843 






NMj003105*:Homo sapiens sortil 


ldUecepLa.fn3,ldljece 


11.1 


422418 


AK001383 


Hs.1 16355 


hypothetical protein FU10521 


RhoGEF 


11.0 


400232 






NM_001895*:Homo sapiens casein 


pklnase 


10.9 


426828 


NM_000020 Hs.172670 


activtn A receptor type ll-tik 


pkinase,Aclivinjecp 


10.9 


431157 


A1823969 


Hs.132678 


ESTs 


f^EG 


10.8 


422816 


BE300330 


Hs.1 18725 


, selenophosphate synthetase 2 


AIRS.AIRS,C 


10.8 


406779 


AA412048 


Hs.279574 


CGI-39 protein; celt death^eg 




10.8 


400389 


AL135841 




olfactory receptor, family Z 


7tmJ 


10.8 


402207 






Target Exon 


A2M_N.A2M 


10.8 


435615 


Y15065 


Hs.4975 


potassium voltage-gated channe 


ton_trans,KCNQ1jchannel 


10.8 


452434 


03Q934 


Hs.2g549 


C-type ledin-like receptor-l 


lecliiu; 


10.7 


402053 






C11001722*:gi|114362831rBllXP_ 




10.7 


418641 


BE243136 


Hs.86947 


a dislntegrin and metallof^ 


dislntegrin.Reprolysin.Pe 


10.6 


431512 


BE270734 


Hs.2795 


lactate dehydrogenase A 


ldh,ldh.C 


10.6 


403213 






N»^019595:Homo sapiens Interse 


SH3.efhand,C2.PH,RhoGEF 


10.6 


412158 


BE241740 


Hs.785 


integrin, alpha 2b (platelet g 


FfrGAP.integrin_A 


10.6 


423673 


BE003054 


Hs.1695 


matrix metanoproteinase 1 2 (m 


PeplIdase_M10,hemopexin 


10,6 


403949 






C10000813*:gll5453992(mf|NP_0 




10.6 


457670 


AF1ig666 


Hs.23449 


insuGn receptor tyro^ne kina 


SH3 


10.5 


418416 


U11700 


HS.B4999 


ATPasa. Cu tiaisporting, beta 


E1-£ZJ^TPase,HMA.Kydrolas 


10.4 


419594 


AA013051 


Hs.91417 


topotsornerase (DNA) U tiinding 


BRCT 


10.4 


422765 


AW409701 


H3.1578 


tiaculovira] lAP repeat-contain 


BIRTK 


10.4 


453023 


AW02S733 


Hs.31439 


serine protease InhQiItar. Kun 


KunltJLBPTl 


10.4 


425694 


U51333 


Hs.159237 


hexokinase3{whiteceII) 


hexokinase,hexokinase2 


10.4 


438800 


AB037108 


H3.541B 


seven transmembrane domain orp 




10.3 


402478 






Target Exon 


Cam.8cyttransf 


10.3 


444202 


ALJ031685 


Ks.12765 


K1AA0939 protein 


Na.H Exchanger.ABC2.membr 


10.3 


425597 


U26694 


KS.15B324 


chemokine (C-C moSf) receptor 


7tnu1 


10.3 


413431 


AW246428 


Hs.75355 


ubiquitirvconiugating enzyme E 


UQ_con 


102 


415200 


AU)40328 


Hs.78202 


SWt/SNF related, matrix assod 


SKFZJJ.helicase.Cbromodo 


102 


414874 


026351 


Hs.77515 


inositol 1,4.S-tj1phosphatere 


RYDR_ITPRion_trans,MIR 


102 


423524 


AF055989 


Hs.129738 


potasskjm voitag&^ated channe 


ion_tr3ns,K.tetra.lh3umat 


102 


457558 


AB)83955 


HS.279B52 . 


G proteovcoupled receptor 


7tnLl,gIobin 


m 
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44S629 


AI245701 


Ks.193326 


fibroblast growth factor recep 




434314 


BE392921 


Hs^797 


HAB26. member RAS oncogene fam 


ras,ar1 


402497 






C100126r5iI2695979iembICAA70 


ion.lran3 


449853 


AF006823 


H5^4040 


potassiuTn channel, sutifamiiy K 


427672 


AA356615 


Hs.336gi6 


death-assodated protein 6 




412048 


AW86^ 


Hs.73090 


nuclear factor of tcappa Qght 


RHATiaank.death 


410079 


U94362 


Hs^8589 


gtyoogeninZ 


Glyco_transL8 


420319 


AW406289 


Hs^65g3 


hypothstica] protein 


ra5,arf 


420332 


NM_001756 


Hs.1305 


serine (or cysteine] protehas 


serf^ 


405474 






NM.001093*'i1onK) sapiens acetyl 


CPSase_U.chain.biotlnJp 


401507 






C15000810*:gi|l1131272|sp|P793 




431434 


BE267696 


Hs^S4105 


enotasal, (alpha) 


endase 


447232 


AW499834 


Hs^27 


Inteiteuktn 1 0 receptor, alpha 




432343 


NM_C02960 


Hs.2961 


SI 00 calctum-tiinding prdein A 


S_100 


408931 


AA251995 


Hs.334648 


poty(A} polymersse alpha 


MTP.transf_2 


421542 


AM1 1607 


Hs.118g64 


ESTs, Weakly simitar to KIAA1 1 




430323 


U40714 


Hs.239307 


tyrosyl-tRNA synthetase 


OUF101 


412270 


AC005262 


Hs.737g7 


guarone nucleotide tnnding pro 


(7-aIpha,arf 


424649 


BE242035 


Hs.151461 


emtiryonlc ectoderm development 


WD40 


400772 






NM_003105^:Homo sapiens sorlS 


ldLfecepLa.fn3jdI_fece 


450493 


M93718 


Hs.166373 


nitric oxtde synthase 3 (endot 


fl3V0doxin.FAD_binding,N0 


401510 






NhA_017434:Homo sapiens dual ox 


efhand,Ferric_reduct 


404596 






Target Exon 




451367 


AAg23729 


Hs.26322 


celt cycle related kinase 


pklnase 


417810 


023419 


Hs.82609 


hydrox^thyUiQane synthase 


PorphobiLdeam 


432855 


AF0179B8 


Hs.279565 


secreted biz^ed-related prot 


Fz,NTR 


424263 


M77640 


Hs.1757 


LI cell adheskm molecule (hyd 


fn3,ig,IRK 


430398 


AF105202 


Hs.241376 


potassium vdtage^ated channe 


ion_trans.KCNQ1_channel 


424339 


BE257148 




endoglycan 


Mm 


429257 


AW163799 


Hs.igB365 


2.3-tj5phosphoglyc6rate mutase 


PGAM 


407065 


Y10141 




gb:H^apiens 0AT1 gene, partia 


SNF 


433938 


AF161536 


Hs.2842g2 


ubiquinot-cytochrome c reducta 




409649 


AA159216 


HS.55S05 


hypothetical protein FU20442 


Y_phosphatase.DSPc 


404968 






C4001170:gil6663176|gb|AAF3040 




400833 






CI 10008g0^i]3746443jgb|AAC639 


7tm-i 


410191 


AI609&45 




NM.021075-:Homo sapiens NAOH d 




444633 


AF111713 


Hs.286218 


junctional adhesion molecule 1 


(B 


427747 


AW411425 


Hs.1d0655 


serine/lhreonine kinase 12 


pkinase 


415169 


W42913 


Hs.7808g 


ATPase. vacuolar. 14 kO 


ATP-synLF 


432579 


AF043244 


Hs.27B43g 


nucleolar protein 3 (apoptosis 


CARD 


422328 


X60459 


Hs.1513 


Interferon (alpha, beta and om 




445143 


U29171 


HSJ5852 


casein kinase 1, della 


pklnase 


450883 


NM_001348 


Hs.25619 


death-associated protein kinas 


pkinase 


414625 


AA335738 


Hs.766e6 


glutathk)ne peroxklase 1 


GSHPx 


401935 






TaigetExon 


PH 


418329 


AW247430 


Hs.84152 


cystathionine-betansynthase 


PAIP^CBS 


425242 


D13635 


Hs.155287 


KIAAOOIOgene product 


HECT,IQ 


400404 


AF161221 




kallikrein 14 


trypsin 


442332 


AI693251 


Hs.8248 


Target CAT 


f^molybdoptBrin,bac_dn 


431534 


All 37531 


H3.258890 


Homo sapiens mRNA; cDUA DKFZp4 




402823 






C1002456*:gli99309161emb|CAC05 




404527 






peptkle YY, 2 (semlnalplasmin) 


GDA1_CD39 


439983 


AW247529 


Hs.6793 


platelet-acSvating factor ace 


PAF^b.Upase_GOSL 


412970 


AB026436 


Hs.177534 


dual spedfid^ phosphatase 1 


Rhodanese,DSPc 


443553 


AL040535 


Hs.9573 


ATP-blnding cassette, sub-fami 


ABC.tran 


400933 






NM.004347:Homo sapiens caspase 


IC£ji20,ICEj>10.CARD 


403268 






NM.002210*:Homo sapiens Integr 


FG^ 


446673 


NM-016361 


Hs.15871 


LPAP for lysophosphatldic add 


add_phosph3t 


422531 


AW967280 


HS.2936S4 


ESTs, simttar to HERC2 


pkinase 


421658 


X84048 


HSJ01760 


frequenin (Drosophita) homolog 


elhand 


401885 






Target Exon 


klnesln 


402651 






Nf^00072r:HQnu) sapiens c^lu 


ion_trans 


457432 


NM_005136 


Hs.268538 


potassium voltage-gated channe 


ISK^Channd 


433146 


AB0330Q2 


Hs.21413 


solute canier famDy 12, (pot 




420090 


AA220238 


Hs.94986 


ribonucte3seP(38kD] 


RIbosomalJLTAe 


425281 


AA444390 


H5.155482 


hydroxyacyl gtutafthtone hydrol 


lactamase.B 


410855 


X97795 


Hs.66718 


RA054 (S.cerevtstae>4ike 


SNF2_NJie!tc3se_C 


407986 


U32659 


Hs.41724 


Interleukin 17 (cytotoxic T-(y 




431131 


N84730 


Hs.250616 


isodtrate dehydrogenase 3 (NA 


Isodh 


422802 


NM_0Q4278 


Hs.27008 


phosphatkiytinosil^ gtycan. c 


0UF15e 


447958 


AW796524 


Hs.68644 


Homo sapiens ndcrosomal signal 




438080 


AA777381 


HS.291S30 


ESTs, WeaUy similar to ALUC.H 




418843 


AJ251016 


Ks.89230 


potassium Intermedlate/smaH c 


CaMBO,SK.channe] 


419244 


AI436S67 


Ks.89761 


ATP synthase, H transporting, 


ATP-synLDE 


404876 






TaigetExon 




428744 


BE267033 


Ks.192853 


ubiqultln-oonjugattng enzyme E 


UQ_con 


421474 


U76362 


Hs.104637 


solute carrier family 1 (gluta 


SOF 


419056 


MB9957 


HS.B9575 


C0798 antigen (immurogloburuv- 


ig,tTAI^ 


424825 


AF207059 


Hs.153357 


procoOagen-lystne, 2-oxoghita 


20&f dLOxy,Glyoos trans 


444628 


U01120 


Hs.242 


gIucose-6-phosphat3se. cataiyt 


PAP2 


404199 






ENSP0000021179r:HeliC3se SK12 


Ras(3AP,PH 


428826 


ALJ048842 


Hs.194019 


attracHn 


tecCn_c,CUB.Keteh,PSIfG 


410681 


AW246890 


Hs.65425 


calbbtdin 1. (28kO} 


efhand 


415056 


AB004662 


Hs.77887 


adenosine A1 receptor 


TUtlI 



249 



wo 02/102235 



PCT/US02/19297 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



400471 






TaiigetExon 




as 


406591 






NM.003S88*:Homo sapiens retina 


aldedh 


as 


425427 


AI652662 


Hs.157205 


t^Bntdied chair) amuit^rsnsfsres 


amirK)tr8n_4 


as 


410839 


NhL006849 Hs.66^1 


protein (flsidfide tsomerase 


lhiored.Rho_GDI.gntR 


a7 


430037 


BE409649 


Ks.227789 


nstoQcn>acGvst9d pnitsin fcina 


(ddnass 


a7 


450848 


AI577994 


Hs.428 


bns-Fetated tyrosine kinase 3 


fltajg 


a7 


414534 


8E257293 


Hs.76366 


BCL2.«ntagontst of cell death 




a7 


401454 






NM_014226*:Homo sapiens renal 


pklnase 


a? 


408493 


BH2D6854 


Hs.46039 


phosphoglycerats mutase 2 (mus 


PGAM 


a7 


433333 


A]016521 


Hs.71816 


v-aM murine thymoma viral one 


homeobox.pklnase.PHj)ktna 


a7 


430432 


AB037758 


H3.241419 


WAA1337 protein 


Patched 


8.7 


406128 






NW.002920*:Homo sapiens rcgula 


OesLrecep^f-C4,hormone_ 


a7 


419493 


AF001212 


Hs.90744 


proteasoma (prosoma. macropain 


pa 


a7 


439569 


AWe02166 


Hs.222399 


CEGP1 proton 


CUaEGF 


as 


401134 






CI 2001 1 98:Qi|3183183(sptQ92142 


biopterin„H 


ae 


442286 


W31B47 


Ks.50335 


cytochrome P450 monooxygenase 




a6 


428376 


AF11966S 


Hs.184011 


pyroptttsphatasa (inorganic) 


Pyrophosphatase 


a6 


433494 


AB029396 




beta-I.S^ucuronyltransferase 


6iyco_trBnf_43 


8.6 


427001 


NM,006482 H3.173135 


duakpedfidty tyrosine^ 


pkinase 


8.6 


437278 


AA748017 


H5.290145 


ESTs 


cNMPJjinding 


ae 


414463 


T69078 ■ 


Hs.76177 


atpha-1-mIC(ogtobulin/bS(unin 


Ilpocann,Kunltz„Bpn 


6.6 


421871 


AK001416 


Hs.306122 


gtycoproteln. synaptic 2 


Sterotd_dh 


8.6 


447827 


U73727 


Hs.19718 


ptolein tyrosine phosphatase, 


Y_phosphatase,fn3,ig.MAM 


a6 


403379 






TargeCExon 


DMAuKiLA 


6.6 


446872 


X97058 


Hs.16362 


pyrtrnidinergic receptor P2Y. G 


7tm-1 


a6 


432B57 


m 016103 


Hs.2795e2 


GTP-Undii^ protein Sara 


8rf,r3S 


as 


420970 


AA305079 


Hs.1342 


cytochrome c oxidase sUbunit V 


COXSB 


as 


427221 


L15409 


HS.1740Q7 


von Hppet-Undau syndrome 


VHL 


as 


402209 






Target Exon 


A2M_N.A2M 


as 


400518 






C10002057*:Qq3211705bblAAC21 




as 


425606 


U52112 


Hs.158331 


renin-blnding protein 




as 


437965 


AAB43222 


Hs.193534 


ESTs. Moderately simitar to AL 


RasGEF 


as 


433392 


AF03853S 


Hs-127688 


synaptotagminVll 


C2 


as 


402191 






NM_021733*:Homo sapiens testis 




as 


456963 ' 


AI701393 


Hs.278728 


Rad and GerrHetated 2 (rat horn 


ras 


as 


431857 


W19144 


Hs^71742 


ADP-rilxisyltransferase (NAD; p 


PARP,PARPjeg 


8.5 


457579 


AB030816 


Hs.36761 


KRAS-Gke suppressor 




as 


409656 


NM.005133 Hs^88626 


RCE1, prenyl protein protease 


AN 


as 


456373 


BE247705 


Hs.89751 


membrane^panning 4^mains, s 




a4 


432499 


BE276633 




RAB6B. memt)er RAS oncogene fam 


ras.arf 


a4 


400565 






Taipei Exon 




8.4 


401960 






Target Exon 


Branch 


a3 


432545 


X52486 


Hs.3041 


uradl-ONA gtycosylase 2 


cydin 


a3 


445303 


AW362198 


Hs.12503 


Interteukin 15 receptor, alpha 


sushi 


a3 


404528 






peptide YY. 2 (seminalptasmin) 


GDA1_CD39 


a3 


428542 


079989 




KlAA0167gene product 


ank.PH.ArfGap,ras 


8.3 


406868 


AA505445 


Hs.300697 


immunogbbuiin heavy constant 




a3 


405473 






NM_001093*:Homo sapiens acetyl 


CPSase U.chain,bk}ttnjp 


a3 


408601 


U47928 


Ks.86122 


protein A 


7tnLl 


8.3 


415008 


KM.002777 Hs.92B 


proteinase 3 (serine protetnas 


trypsin 


as 


430258 


AU076644 


Hs.236963 


protein phosphatase 2A, regula 




a3 


436483 


AJ272063 


H3.2B3010 


vanilloid receptor subtype 1 


ank,tQn_tran& 


8.3 


459302 


NM_0fl2314 


Hs.36566 


UM (bmaln kinase 1 




as 


437644 


AA748575 


Hs.136748 


lecUn-tlkeNK cell receptor 


lectln_c 


as 


421707 


NM_014921 


Hs.107054 


lectomedin-2 


UtrophiDn,OU,7tm_2,Gal 


a2 


414629 


AA345824 


HS76688 


carboxytesterase 1 (monocyte/tn 


COesiarase 


8.2 


453898 


AW003512 


H5.232770 


arachUonate lipoxygenase 3 




a2 


424053 


AF057036 


Hs.138520 


ooHasen-tika tail subunit (si 


Collagen 


a2 


457398 


BE258532 


Hs.251871 


CTP synthase 


GATase 


a2 


421504 


AW402997 


Hs.105052 


adaptor protein vrith pteckstri 


SH2,PH 


ai 


406495 






Target Exon 


SRCR 


ai 


453610 


AW3688S2 


Hs.33818 


RecQ protein-like 5 


DEAD.heIicase.C 


ai 


424880. 


N1UL000328 Hs.l53814 


retinilh pigmentosa GTPase re 


RCC1 


ai 


423847 


U16997 


Hs.133314 


RAR-related orphan receptor C 


hormone_rec4-C4 


ai 


409829 


M335S2 


Hs.56729 


lymi^ocyte^peciftcprot^ 1 


Caldesmon 


ai 


401180 






eukaiyotic translation etongat 


lon_lrans.lQ 


ai 


452072 


BE25BS57 


Hs.27744 


RAB3A, meirber RAS oncogene fam 


tas,Br1 


8.1 


426484 


AA379658 


Hs.272759 


K1AA1457 protein 


IP_fran3 


ai 


402453 






C1002496:gtI7363439tretlNP_039 


7tnLl 


ai 


457310 


W28363 


Hs.239762 


nudear receptor subMly Z 




ai 


422069 


AJ010063 


Hs.343603 


litinK:ap(teIethontn) 


globin.cNMPJ)inding.pkina 


ai 


400275 






NM.00651 T'Mom sapiens seryl- 


NA 


ao 


434357 


AW732284 


H5.3d28 


mevalonate (dlphospho) decarbo 


GHMPJdnases 


ao 


430299 


W28673 


Hs.106747 


serine carboxypeptldase 1 prec 




ao 


413762 


AW411479 


Hs.848 


FKSO&tinding prot^ 4 (59kD) 


FKBP.TPR 


ao 


402393 






ENSP00000085284*.-CDNA FU20404 


RhoGEF.PH 


ao 


429252 


NM_004658 Hs.l98312 


RAS protein acthmfor like 1 ( 


C2.PH.RasGAP,BTK 


ao 


456181 


L3B463 


Hs.1030 


ras inhibitor 


RA,SHZVPS9 


7.9 


431493 


AI791493 


Hs.129873 


ESTs, novel cytochrome P450 


p450 


7.9 


451558 


NM.001089 Hs.26530 


ATP-bindlng cassette, sub-tami 


ABC.tran,SRP54 


7.8 


415758 


BE270465 


HS.7B793 


protein kinase C. zeta 


pkinase.OAG.PE-btnd.pkina 


7.8 


419270 


NM_005232 Hs.83839 


EphAI 


EPK_lbd,pkinase^fn3 


7.8* 


422837 


U25441 


Hs.121478 


(topamine receptor 03 


7tm-l 


7.8 


401118 






TaigelEwin 


pkinase 


7.8 
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426440 


BE382756 


Hs.169902 


soEuts csniof fsrc^ 2 (facfl 


sugar^tr 


7.8 


4iaS35 


11 1329 


Hs.1163 


du^ spcciSd^ phi^phstasa 2 


OSPc,Rhodanese.Yjtfiosphat 


7,8 


432747 


NM.014404 


Hs^8907 


calchim channel, voUag&<Jepen 


PMP22.Claudin 


7,8 


403672 






C4001244:o{I539333tpb1|A61275 


tubulin 


7.8 


437805 


A1424921 


Hs.122487 


ESTs. V\fea)dy stmSar to A54854 


RasGAP 


7.7 


456890 


U48213 


Hs.155402 


0 site of altnffntn pronwter(d 


OAGK^P 


7.7 


424107 


AB014606 


Hs.139648 


klnesln famity (nember 1C 


kinestn,FHA 


7.7 


452695 


AW7e0199 


H3.30327 


mitogen-acSvated protstn Idna 




7.7 


433262 


AIS71225 


Hs.2a4171 


K1AA1535 protein 


cNMPj3lnding,ton_trans 


7.7 


424198 


ABQ29010 


Hs.143026 


KIAA1087 protein 


Na_C^Ex,Cab(*beta 


7,6 


408496 






Target Exon 


SRCR 


7.6 


425423 


N1^005897 


Hs.157180 


intf3cUlemaI A psrtide-proin 


BT8,Kelch 


7.6 


402211 






K1AA0430 gene pnxluct 


ior\_trans,K.tetra 


7.6 


408710 


Y10256 


Hs 47007 


mitDQen-ecfhrated protein kina 


nkinase SAM dacmtvu 


7,5 


457615 


W56321 


Ks 111460 


cslciuRi/cstmodtdin^epefldent p 


pidnase 


7.5 


402760 






NiyL021797*:Honio sapiens eosho 


Glyco_hydro_18.CSM_14 


7.5 


425428 


AL1 10261 


Hs.l57211 


OKFZP586B0621 protein 


Clq.OoItagen 


7.4 


423579 


NM-004121 


H3.1675 


gamma-Qlutaiiiyitransfersse^ilce 


G_fltu_transDent 


7.4 


413104 


L42374 


Hs.75199 


protein phosphatase 2, regidat 


B56 


7.4 


419860 


BE2&0337 


Hs.194693 


sotiite carrier faniify 7 (c^ 


aa_peTTne3ses 


7.4 


424774 


6E244179 


Hs.153022 


TATA box binding protdn (TBP) 




7,4 


402632 






Target Exon 


Fz,krtngle,ig 


7.4 


444159 


AF116846 


Hs.10431 


dead ringer (DrosophttaHike 


ARID.SNF 


7.4 


405714 






ENSP00000221 137:Otfactory rece 


7tnu1 


7.3 


442732 


M257161 


Hs.865d 


hypott^^ttca) protein OKFZp434E 


EGF,lamintn EGF,;Oin}(,S m 


7.3 


421756 


BE397336 


Hs.1422 


Gardner-Rasheed fefine sarooma 


SH2,SH3,pkInase 


7,3 


415995 


NM_004573 




f^osphdlpase C, beta 2 


PI^LC.X.PI-PLC-Y.C2 


7,3 


405137 






Target Exon 




7.3 


402460 






C100126r:gi|2695979IembiCAA70 




7.3 


431398 


8E616547 


Hs.2785 


teratin 17 


filament 


7.3 


429592 


A6029041 


Hs.209646 


KIAA1 118 protein 


Troponin 


7.3 


429225 


BE250337 


H3.198273 


Target CAT 


7.2 


423015 


U18548 


Hs.123034 


G proteincouf^ receptor 1 2 




7.2 


454373 


NM_005133 


Hs.288626 


RC£1, prenyl protein protease 


Abi 


7.2 


440188 


AK001612 


Hs7036 


N-Acetytglucosarriir^ idnase 


ROK 


7.2 


432920 


U37689 


HS.312B 


polymerase (RNA) li (DMA (fiiec 




7.2 


446143 


BE245342 


Hs.306079 


sec6t homolog 


secY 


7,2 


422201 


NM-001S05 


Hs.1 13207 


G protein^xMipled receptor 30 


7tnT_1 


7.2 


440869 


NM_014297 


Ks.7486 


protein expressed in Ihynnd 


lactamase^ 


7.1 


435099 


AC004770 


Hs.4756 


flap structure-specific endoni) 


XPG.N,XPGJ.5,3_exonucIea 


7.1 


437161 


AA054477 


Hs.25391 


ESTs 




7,1 


429683 


AF148213 


Hs.211604 


a dlstntegrin-like and melatlo 


tsp_1,Reproiysin,Pep_M12B 


7.1 


426268 


AF083420 


HS.16B913 


serine/threonbe Idnase 24 (St 


pklnase 


7.1 


445087 


AW893449 


Hs. 12303 


suppressor of Ty (S.cerevtsiae 


S1,SH2,Ribosomal L^3,pkin 


7.1 


416377 


AAl 79930 


Hs 293867 


nasnflSfi rpcnittmsnf Hnnmin ran 




7.1 


421748 


NbL014718 


Hs.l 07809 


K1AA0726 gene product 


cadherin 


7.1 


426691 


NH/L006201 


Hs.171834 


PCTAIRE protein kinase 1 


pklnase 


7.0 


428599 


AB033078 


Hs 1SS613 


KnhlnnosinA-i'^hfi'tnhatA lva!V 


pyridoxal deC 


7.0 


411698 


6E409714 


H3.44856 


hypothetic^ protein FU 12116 




7.0 


427010 


AWl 38332 




rnusde RAS oruogene homolog 


ras 


7.0 


457305 


BE268048 


Hs.236494 


RAB10, member flAS oncogerte fam 




7.0 


431630 


NM_002204 


Hs.265829 


integrin, alpha 3 (antigen CD4 


integrin_A,FG-GAP,Rhabd_g 


7.0 


457764 


AW028284 


H5.4815 


nudU (nucleoside dipiiosphata 


NUDtX 


6,9 


435575 


AF213457 


Ks.44234 


triggering receptor expressed 


tg 


6.9 


456468 


AW019}98 


Hs.301946 


ESTs, Weakly simHar to T30867 




6.9 


428761 


AF236119 


Hs.193076 


GRB2-retated adaptor protdn 2 


SH2,SH3 


6.9 


430396 


049742 


Hs.241363 


hyatun>nar>-btndir^ protein 2 


trypsin,kringle,EGF 


6.9 


422066 


AW249275 


Hs.343521 


ni^te dehydrogenase 2, N/U) (m 


ldh,ldh_C,adh.shortSemia 


6.9 


445937 


AI452943 


Hs.321231 


UDP-Gal±etaGlcNAc beta 1.4- g 


GalactosyLT_2 


6.9 


457499 


AA953015 


Hs.274370 


hypothetica] protdn FU20280 


PH 


6.8 


400845 






NM_00310S*:H(Kno saf^ens sortH 


M]_recept_a,fn3,ldl_rece 


6.8 


416931 


D45371 


Hs.80485 


adipose most abundant gene tra 


Clq.Collagen 


&8 


414915 


NM,002462 


Hs 76391 


myxovirus (intluonza) reslstan 


dyn3inln_2,dynamIn,GED 


6.8 


432990 


ALO36071 


Hs.279899 


turnor necrosis factor receptor 


TNFji.c6 


6.8 


458128 


W32474 


Hs.301746 


RAP2A. m9nt)er of RAS oncogene 


ras,arfjdh 


6.8 


429542 


AF038660 


Hs 20S713 


UDP-Ga!lietaG(cNAc beta 1 4- o 


Galactosvl T 2 !□ 


6.8 


401488 






Target Exon 


Glyco hydro 1 


&.7 


456243 


AI345001 


Hs.e2380 


menage a trois 1 (CAK assembly 


zf-C3HC4 


6.7 


424321 


W74048 


Hs.1765 


(ymphocyte^pecitic protein ty 


SH2.SH3,pkin3se 


6.7 


405187 






NMj014272:Hc(no sapiens a dlsln 


Reprolysin,tsp l.Pep M12B 


6.7 


413055 


AV655701 


Hs.75183 


cytochrome P450. subfamily liE 


p450 


a7 


448496 


BE379077 


Hs.130849 


ESTs, Wealdy similar to 138022 


NADH(lh_2 


6.7 


419667 


AU077005 


HsS2208 


a dtsintegrin and metalloprote 


disintegrbvRepro)ysin,Pe 


a7 


417103 


Z33905 


Hs.81218 


hypctheScal protein MGC3S97 


TPR^C3HC4,PHD 


6.7 


407687 


AK002011 


HSJ7558 


hypothetical protein FU1 1149 


FAD.Synlh 


6.7 


456469 


NM.0051O9 


HS.9S220 


euiiatrv&^tress responsive 1 


zf-C2H2^kinase 


6.7 


449546 


W86248 


HS.S8819 


ESTs 


hexoklnase 


6.6 


428926 


NM-001702 


Hs.194654 


braln-specfSc anglogenesis In 


7tm_2.tsp_l.6PS.HRM 


6.6 


404953 






C1002000":glll2735712|reflXP_0 




6.6 


449401 


AL135401 


Hs.23557 


serologtcaQy defined odan ca 


pfoJsomerasB 


&6 


429982 


M69113 


Hs^6795 


glutathione S-transferase ^ 


GST.CGSTji 


&6 


421547 


AA4899a8 


Hs.1390 


proleasome (prosome, macropain 


CtathrirUg_ch,prote3SQme 


6.6 


430035 


NM_003463 


Hs^7777 


protein tyrosine phosphatase 1 


Y_phosphatase,DSPc 


6.6 


406887 


AA157857 


Ks.182265 


keralln19 


GlarRenl.bZIP 


6.6 
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404946 






TogetExon 


3Beta_HS0 


a5 


435213 


AA092510 


Hs.59a5 


(uvi-fonaso Cdc42 Sector prd 




&5 


411201 


T74588 


Hs.6509 


ESTs, WeaMy similar to C3HU c 




&5 


419344 


U94905 


Hs^77445 


dlacy^lycerd Idnasa, zeta (1 


ank,OAGKa,OAGKcOAG_PE-bl 


as 


426194 


T50a72 


Hs^OI 


Ihrornboxano A synthase 1 [fdat 


p450 


6.5 


4246B1 


AA054400 


Hs.151706 


KtAA0134 gene product 


henc8se_C,PRK 


6.5 


417903 


KM-002342 Hs.11 16 


lynvhotoodn beta receptor (TNF 


TNFR.(5 


6.5 


408905 


AV6557B3 


Ks.661 


Target CAT 




6.5 


438646 


AI973076 


Hs^1958 


(natiix metaitoprotBinase 26 




6.5 


431530 


X61615 


Hs^98 


leukemia Inhibitory factor rec 


fh3 


6.5 


428883 


AA436959 


HU5e802 


ATPase. (Na}/K tratsporiing, b 


NaJ<-ATPase 


6.5 


404757 






Target Exon 




a4 


408370 






tnleiteukfn 11 


trypsin 


a4 


443611 


NM_014397 Hs.9625 


NIMA (never In n^tosts gene a] 


pklnase 


&4 


424008 


R02740 


Hs.137555 


putaSve chemoldne receptor, G 


TInul 


a4 


444912 


AW247380 


Hs.12124 


putaSve prostate cancer susce 


lactamase.B 


6.4 


454460 


X66945 


Hs.748 


fibroblast growth £actor recep 


fg,pkinase 


6.4 


432269 


NM_002447 Hs.2942 


macrophage efimuMg 1 reoep 


pklr«se,Sema.PSl.TlGA4.E 


6.4 


458718 


AI3S9476 


Hs.157699 


ESTs 




&4 


405282 






Target Exon 


Cache 


a4 


447245 


AK001713 


Hs.17860 


hypothetical protein RJ10851 


El.dehydrog 


a3 


442297 


NM.006202 Hs.B9g01 


fdio^hodtssterase 4At cAMP-spe 


POEase 


6.3 


400894 






C1 10001 29:gi[9938014|rellNP_06 


7InLl 


6.3 


440446 


NM^013385 Hs.7189 


(deckstrin homology, Sec7 and 


PH,Sec7 


6.3 


430886 


L36149 


K3.248116 


chennolone (C motif] XC recepto 


7tn>_1 


6.3 


451394 


NM_003595 Ks.263S0 


tyrosylprotein sutfotransferas 


Sulfotransfer 


6.3 


436523 


8£612g90 


Hs.5212 


^ngle^trand selecQve monofu 




6.3 


422714 


AB018335 


Hs.119387 


KIAA0792 gene product 


DUF221 


a3 


408924 


AW295606 


Hs.236131 


homeodornaib-Interacling protei 




6.3 


414551 


A)ai5639 


Hs.76394 


enoyi Coenzyme A hydratase, sh 


ECH,Pep8dase_U7 


6.3 


413254 


U40272 


Hs.75253 


EsodtratB dehydrogenase 3 (NA 


Isodh 


6.3 


415010 


NM_004203 Hs.77783 


membrane-associated tyrosine- 


pklnase 


6.3 


449761 






solute carrier family 22 (orga 


sugar.tr 


6.3 


432221 


M21191 


Hs.273415 


aldolase A, fructose-blsphosph 


glycoJytic_enzyAdeno_E3_ 


6.3 


414513 


AW239400 


HS76297 


G protein-coupled receptor kin 


pkinase,RGS,i^nase_C 


6.2 


458516 


8E010749 


Hs.255097 


ESTs 




6.2 


417985 


AA187545 


Hs.33114 


crystaIGn, zeta (qulnone redu 


adh^nc 


6.2 


447507 


H59696 


Hs.18747 


P0P7 (processbig of precursor, 




S.2 


418322 


AA284166 


Hs.84113 


cycGn-dependent kinase Inhlbl 


Y_phosphatase,DSPc 


6.2 


428443 


8E6iai06 


Hs.184326 


CDC10 (ceil divisran c^e 10, 


GTP_COC,M 


6.2 


423229 


AC003965 


Hs.125532 


protease, serine, 26 


trypsin 


6.2 


408903 


BE244377 


Hs.48876 


times^iphosptiate farnesylt 


SQS_FSy,dsrTn,2-aIpha 


a2 


426176 


AS000462 


Hs.167679 


SH3-(b)main binding protein 2 


PH.SH2 


ai 


421395 


D90084 


Hs.1023 


pynivate dehydrogenase (Hpoam 


El dehydrog 


ai 


430517 


S80071 


Hs.241597 


solute carrier family 6 (neuio 


SNF 


ai 


435906 


Al6a6379 


Hs.110796 


SAR1 protein 


aif,ras 


ai 


402758 






C1001 899*:gil12722536|reflXP_0 


GIyco_hydro_18 


ai 


434202 


BE362411 


Hs.3764 


guanylate kinase 1 


GuanylataJun,CoaE,ViraL 


ai 


402115 






NM.021624:Horho sapiens histami 


7tm.1 


ai 


407601 


AC002300 


Hs.37129 


sodium channd, nonvoitage-gal 


ASC 


ai 


404679 






Target Exon 




ao 


450739 


AI732707 




ESTs, Weakly similar to ALU7_H 


VI R 


6.0 


439888 


AB040949 


Hs.6733 


pancrsas-ertrid>ed phospholipas 


C2,Pt-PLC-Y,PI-PLC-XRasG 


6.0 


415742 


BE410243 


Hs.78769 


thtmet oltgopeptidase 1 


Peptkl3se.M3 


6.0 


453190 


AB002354 


Hs.32312 


K1AA0356 gene product 


PH,PHD,RUN 


ao 


439975 


AW328081 


H8.6817 


tnostne triphosphatase (nudeo 


Hamlpjike 


6.0 


412800 


AW950852 


Hs.745g8 


pc^merase (DNA directed], del 


homeotxjx 


ao 


432805 


X94630 


Hs.3107 


C097 antigen 


7tm_2,GPS,EGF 


ao 


418964 


T74640 




gb7c57ci2.fl Stratagene Ttver 


A2M_N,A2M 


6.0 


417483 


BE549343 


Hs.82208 


acyt-Coenzyme A dshydrogenase, 


Acyl-CaA».dh,Acyl-CoA^dh_IW 


6.0 


419755 


H18444 


H6.134846 


BAll-assodated pnoldn 3 


C2 


6.0 


457276 


AF235097 


H5^27583 


Homo saf^ens chromosome X map 




6.0 


423908 


AJ006422 


Hs.135183 


centaurfff-alpha 


PH/rfGap 


6.0 


432118 


N98718 - 




gb:yy65g02.r1 Soaresjnultiple. 




5.9 


427334 


R44789 


Hs.33191 


Homo sapiens, Simflar to trans 




5.9 


424959 


NM-005781 


Hs.153937 


activated p21cdc42Hs tdnase 


pkin3se,SH3 


5.9 


453082 


H18835 


Ks.31608 


hypothetica] protein RJ20041 


lon_trans 


5.9 


421168 


AF182277 


Hs.330780 


cytochrome P450, subfamily IIB 


p45b 


a9 


422287 


F16385 


H&.t 14346 


cytochrome c oxidase sutxtr^l V 


C0X7a,Phage_G 


19 


401736 






C16000492*:gi|3127193Igb|AAD05 


AMP-blnding " 


a9 


434755 


AA648502 




ESTs 




a9 


414962 


AF273304 


Hs^76 


XPI\3C2 protein 


Exonuclease 


as 


407338 


AA773213 




gb:3b66f 10.S1 Stratagene lung 


>9 


as 


448426 


BE016315 


Hs.280776 


tankyrase, TRFI-interading an 




as 


409686 


AKOG0002 


Hs,55a79 


Homo sapiens mRNA; cONA DKFZp4 


ABCtran 


as 


450778 


U81375 


Ks.25450 


solute carrier family 29 (nud 


f4uc{eoside_tran 


as 


423612 


NM_002067 Hs.1686 


guanine nudeofkfe binding pro 


Gnalpha.arf 


as 


430845 


AF024690 


H3.248056 


G protdn^xxipled receptor 43 


7tnLl 


as 


424741 


AF051941 


Hs.343824 


nideoslde diphosphate kinase 


NOX 


as 


412958 


BE391579 


HS75037 


Fas-acSvated eerine/lhreontne 




as 


415701 


NVL003878 


Hs.786ig 


gamma^!utamy{ hydrolase (cori{ 


GATase 


5.8 


423158 


h«7991 


Ks.193313 


TajgeiCAT 


MoaA.NifB.PqqE 


as 


414788 


X78342 


Hs.77313 


cycOn-dependent kinase (C0C2- 


pklnase 


as 


412915 


AW087727 


HSJ4823 


NM-004541:Homo sapiens NAOH de 




a7 
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420904 


AL035984 


Hs.100221 


nudBsrracfiotw fiufafamOv 1. 


hormone jec,2f*(>4 


5.7 


415503 


U36601 


Hs.78473 




Sutfotransfsr 


5,7 


433074 


AL045019 


Hs.323462 


Honv) sapiens cONA FU 1 1 21 4 fis 


DEA0,h8lk^e_Cdsrmi,\^ 


5.7 


409124 


AW292809 


Hs.50727 


N-acetytgfucosarnlnUase, sipha 




5.7 


428270 


BE501549 


HS.10704Q 


ESTs 




5.7 


435114 


AA775483 


Hs.28e938 


mitochondrial rtbosona! protel 


ODCJZ 


5.7 


425211 


M18667 


Hs.1867 


progastricsln (pepshogen C] 


asp 


5.7 


453054 


A)878908 


Hs.31547 


TergelCAT 




a7 


420730 


NM_002691 


H5.99S90 


polymerase PNA directed), del 


la 


SJ 


415117 


AF120499 


HS.7801& 


polynudeo&le kinase 3''phosp 


Viral_helicase1 


5.7 


400985 






Target Exon 




5.7 


413163 


Y00815 


Hs.75216 


protein tyixislne phosphatase;, 


fn3J|g,Yj]hosph3tese 


5.7 


413858 


NM-001610 


HS.7S589 


add phosphatase Z, tysosomisl 


acid_phosphat 


5.7 


457308 


AI416988 


Hs^38272 


inositol 1A5^phosphate re 


iorutrans,RYDK_ITPR,MlR 


5.7 


400551 






C10001991*:^66249201erT^lCAB6 


SRCR 


5J 


433472 


AI541246 


K5.3343 


phosphogtyoerate deh^frogenase 


2-HacId_DH,2-Hacid.DH_C.M 


5.7 


409531 


BE384319 


Hs.54702 


xytosylprotein i)etal,4^aIacto 


GaIactosyLT_2 


5.7 


449139 


BE268315 


Hs^3111 


phenylalanms-tRNA s^ilhetase- 


neur 


5.7 


450207 


T87615 


Hs.14716 


ESTs 




S.7 


400266 






NM_002858*:Homo sapiens ATP-bi 


ABC Iran 


5.6 


430713 


AA3S1647 


H$^642 


eukaryotic translation eloi^al 


6TP EFTU.GTP EFTU D3,GTP 


5.6 


420911 


U77413 


Hs.100233 


O^nked N-acetylgtuoosamine ( 


TPR 


5.6 


405683 






Tar^Exon 




5.6 


449181 


X96783 


Hs.23179 


synaptotagminV 


C2 


5.6 


414457 


AW514320 


Ks.76159 


ATPasg, H transporting, lysoso 


ATP^ynLC 


5.6 


415193 


AU)48891 


Hs.12185 


hypotheses protein MGC14333 




5.6 


434883 


AW381538 


Hs.19807 


hypotheticat protein MGC12959 




5.6 


433135 


AA443873 


Hs.1 10477 


doOchyl-phosphate mannosyltrB 




5.6 


413049 


NM.C02151 


Hs.823 


hepsin (transmembrane protease 


trypsin 


5.6 


420899 


NM_001629 


Hs.100194 


arachldonate S-lipoocygenase^ 


iWEG 


5.6 


423397 


NM_(H}1838 


H5.1652 


chemokine (C-C moGf) receptor 




5.5 


443759 


BE3gOB32 


Hs.134729 


FXYO don^rKontalnfng ion tra 




5.5 


454112 


NM_000885 


Hs.40034 


integrin, alpha 4 (antigen C04 


integrioAFG-GAP 


5.5 


405594 






NW_021949;HoiTO salens ATPase, 


E1-E2J^TPase,HydKdase 


5.5 


416322 


6E019494 


Hs.79217 


pyrToIine-5-cart}oxylate reduct 


P5CROctoplne_DH_N 


5.5 


446755 


AW451473 


Hs.16134 


serineAhreonine kinase 10 


pkinase,TVA 


5.5 


411030 


8E387193 


Hs.67896 


7-60 protein 


5.5 


431498 


AK001777 


Hs.258551 


aspartyl aminopepftdase 


Peptidase.MIS 


5.5 


433012 


NM.00404S 


Hs.279910 


ATX1 (antioxidant protein 1, y 


HMA 


5.5 


414907 


X90725 


Hs.77597 


polo (OrosophIa)-Gke Idnase 


pldnase,P0LO_box 


55 


424572 


M19650 


Hs.92909 


2',3'-cyc)ic nucleotide 3* pho 




5.5 


406617 






Target Eujn 


efiiand.Fenicjeduct 


5.5 


421883 


)(55079 


Hs.1437 


glurasidase, alpha; acid (Pomp 


trefoil.Glyco_hydro_31 


5.4 


419525 


T79257 


Hs.1259 


asialoglycoprotein receptor 2 


tectirLP 


5.4 


448093 


AW9773B2 


Hs.15898 


2t4-dlenoyl CoA reductase 2, p 


adiushort 


5.4 


411574 


BE242842 


Hs.6780 


protein ^rosine kinase S-Tike 


cofiiir\_ADF 


5.4 


406432 






C01E antigen, e polypeptide 


Sdfotrans^ 


5.4 


428921 


Z4380g 


Hs.194638 


polymerase (RNA) 11 (DMA direc 




5.4 


430337 


M36707 


Hs.239600 


calmodutln^ke 3 


efhand 


54 


427162 


AB011133 


Hs.173864 


KIAA0561 protein 


pkInase,POZ 


5.4 


414216 


D86970 


Hs,75822 
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CHNIJUIWWM) 


4.2 


425175 






1 itSf*t ? It* AtAMfinttUnra 




4.2 


409087 






rattnflvfi fSTD-Mnrfrnn n-mlatn e 
)XiUlUVt3 l9 ) rnAnuUlQ proigiii o 


ras 


4.2 


419982 


AA 252544 




owuui Ccflnui loiniiy ^luic 




4.2 


4283S4 




rlS, let 111 


nh ft ^>nA-^j%an ■ ma A Mohm^mnon 

yiu uuyi-oocnzynio n ucnyuiu^^i 




4.2 


437696 


233944 


Hs.5790 


hvrmflwHriil nmtnln ril^TPIfi f 
•ijrpuuHUMu ^uuiui iiJ<9r c iw>y 


Hydn^ase 


4.2 


454034 


NM_000691 


Hs.575 


sfatehydo (tehyd ropsn 3so 3 tsmH 


aldedh 


4.2 


410237 


Ar750589 


Hs.61258 


STQlninosuccinslB fysss 


lyase 1 


4.1 


451478 


NM_012331 


Hs!26458 


melhkNiine sulfoxide redudaso 


PIUISR 


4.1 


415410 


AF037332 


Hs.276569 


sorting nexin 17 


PX.fn3,pkinase,SAM,EPHJb 


4.1 


406538 






Target Exon 


trypsin 


4.1 


424349 


AF141289 


HS.14S550 


solute canler famity 7 (caOo 


aajtermeases 


4.1 


441164 


AB023180 


Hs.7724 


KtAA0963 protein 


heHcase.C 


4.1 


421318 


U63973 


Hs.l 03501 


rhod(q)sin kinase 


pUnase.pkinase.C^GS 


4.1 


439340 


AB032436 


HS.6S3S 


br^n-spedSc Na-dependent in 


sugar_tr,BTl 


4.1 


417447 


N73703 


Hs.293267 


ESTs 


Gt^_hydro_31 


4.1 


409693 


AA010233 


Hs.55921 


gtutantyl'pndyURNA synthetas 


WHEP-TRS,GST_C;KGTP.anlic 


4.1 


403655 






NI^003071:HonK) sapiens SWI/SNF 


SNFZJJ,heiicaseIc,zl-C3HC 


4.1 


411142 


NM_014256 


H5.69009 


^ansmeiDbrane proEsin 3 


Galactosyl T 


4.1 


437016 


AU076916 


H5.5398 


guanine nionphos^ate synthelas 


■ GMP synt_C»6ATasa 


4.1 


422699 


BE4 10590 


Hs.l 19257 


enrisl seQuence (mammary tumor a 


SH3,HSl_rBp 


4.1 


427202 


BE272922 


Me 173936 


interleukin 1 0 receptoTi beta 


Tissue Jac 


4.1 


421380 


D31833 


Hs.l 372 


ar^nine vasopressin receptor 


7tm_l 


4.1 


434142 


U47927 


Hs.3759 


ubiquitln spectfic protease 5 


zklBP,UCH-2,UBA,UGH-1 


4.1 


427407 


BE26B64g 


Hs.177766 


ADP-ifbosylbansferase (NAD; p 


BRCT,PARP^f-PARP,PARP_re 


4.1 


413749 


A1929320 


HsJ5516 


tyrosine tdnase 2 


pkinase 


4.1 


411927 


BE274009 


Hs.772 


glycogen synthase 1 (musde) 


GlyoosJransLl 


4.1 


419726 


U50330 


Hs.1274 


bone morphogsnetic prot^ 1 


EGF.CUB^tacin 


4.1 


423814 


AF105020 


Hs.132g89 


putative protein 0-mannosyltra 


PMT.MIR 


4.1 


451355 


NM_004197 


Hs.444 


seiine/Utfeonine kinase 19 




4.1 


422556 


NM.005245 


Hs.l 18244 


protein phosphatase 2, regulat 


856 


4.1 


428284 


AA535762 


Hs.l 83435 


NI^004545:Homo sapiens NADH de 




4.1 


.431968 


AF1 17222 


Hs.272261 


UDP-Ga]:betaGIcNAc beta l,3^a 


Galactosyl_T 
proteasonie 


4.0 


443639 


eE263042 


Hs.9661 


proiBasotne (prosome, macropaln 


4.0 


410039 


AF207989 


Hs.58014 


Homo saplsris, Similar to G pro 


7lnu3 


4.0 


431066 


AF026273 


Hs.249175 


intsrteukIn-1 rscGptor*3sso(da 


pidn as e, death 


4.0 


452715 


Z21093 


Hs 30352 


ritx}soms] protein S6 kinase, 5 




4.0 


403692 






Nl^ 007037*:Homo sapiens a disi 


ReprDlysin,tsp liPep 1^1 2B 


4.0 


442549 


At751601 




TNP nwRtnr«!K£nrbitAH fxitv 


7fX2HC& MATH ytTRAF 


4.0 


427239 


BE270447 




ut^Quitin carrier pnjt^n 


UQ_con 


4.0 


451125 


AA015779 


Hs.226923 


ESTs 


Y j)hos ph atase 


4.0 


425081 


X74794 


Hs.l 54443 


minlchromosome maintenance def 




4.0 


402171 






Target Exon 


C2 


4.0 


402665 






Target Exon 




4.0 


420148 


U34227 


H3.95361 


myosin VIIA (Usher syndrome IB 


myosln_head.lQ,lwlyTH4,SH3, 


4.0 


412187 


U6S487 


Hs.73739 


5-hydroxytryptanrtine (serotonin 


7lnLl 


4.0 


412656 


AF006011 


Hs.74375 


dishevelled 1 (homdogous to 0 


P02,0EP,0IX,01sheveIl8d 


4.0 


425786 


.U3S234 


Hs.1 59534 


protein tyrosine phosphatase, 


■ fn3,lg,Y_phosphaIase,DSPc 


4.0 


424288 


AW137198 


Hs.278682 


Phosphatidylgtycerophcsphale S 




4.0 


452230 


AW135360 


Hs.224170 


ESTs 


pkinase 


4.0 


408449 


NM_004408 


Hs.166161 


dynamlnl 


PH,GE0^namin/lynamin_2 


4.0 


423883 


AF250238 


Hs.134514 


ATP-blnding cassette, sub-fami 


ABC.tran,phctoRCSRP54,Ca 


4.0 


422676 


D28481 


Hs.1570 


histamine receptor HI 


7tnLl 


. 4.0 


458639 


BE247683 


Hs.14611 


dual specifidty phosphatase 1 


DSPc 


4.0 


400726 






C130007l7-:9iIl29376Isp|P26196 


DEAD,helicase_C 


4.0 


405370 






NM.005569*:Homo sapiens UM do 


pklnasa,UM.PDZ 


4.0 


413654 


AA331881 


HsJ5454 


peroxiredoxtn 3 


AhpC-TSA 


4.0 


432917 


NM_014125 


Hs^41517 


PRO0327 protein 




4.0 


448362 


AA641767 


Hs.21015 


hypothetical protein OKFZp564L ^ 


sugar.tr 


4.0 


424512 


X53002 


Hs.149846 


tntegrin, beta 5 


lnte0rin_B.EGF 


4.0 



TABLE 226: 

Pkey: Unique Eos probeset klentifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey 
410191 



415341 
415995 



418964 
424339 



427010 
427239 



CAT Number Accessk)n 



11824 1 



1534442.1 
1564J 



23827J 
27436_1 



27647.1 



427326 277229.1 



A1609645 A!81820t AA94B024 A1278970 AA688086 AA858279 F21973 Wg5840 AW969544 X99726 AM31 579 AA970887 A1685085 AI767B35 
BE566516 AA72S624 At000871 AW242322 AW007204 W58289 AA431450 AW466973 BE222544 AA483454 Aig68050 W9S975 AI381 017 
AA776726AI040976AA89 
R00602Z42921 F06132 

NM_004573 M95678 BE242666 AVraWl 10 AW408049 AW402206 AA774879 AW830959 AI439623 A1933994 AW751 282 AW37441 3 AA578823 
H18054 AA310466 F1 2578 T74300 AA353176 AW9S0138 AW9S0600 AA912021 A1524064 AW183098 AI416986 AW76923 1 AI7671 1 1 AA293723 
AI422290AA4e5038A 
T74640 n4649 

BE257148 BE3121 11 AF219137 NM_015720 BE313658 BE382652 BE252^5 BE251553 F12128T66208 BE2558Q6 BE254484 AA324163 H07g52 
AI.134164 AI867802 AI204971 AI282924 AWl 92547 AI552760AI266471 AI0S3778 

AW138332 AW207450 AW138931 AWl 38963 NH.0122ig AF043938 AA931386 AI084600 AA975999 BE551 105 AA450260 A1080368 AA324154 

AF022080 6E009901 AL116S47 W44456 A178S270 AA453121 A1148838 AI373698 AA324153 BE17480g AA350765 

BE270447 AW409921 BE207288 BE207170 D56355 BE263223 BE408171 BE262243 BE3g2439 BE2g2738 BE261776 BE314300 BE267719 

BE268715 BES13876BE295291 BE2g7066 AA210923 BE407519 H51344 BE622905 AW248281 AW250313T19021 AA355115 AA316879 

BE269633 BE621936 AA2g0724 

A1287878 AI804160 AA400767 

256 



wo 02/102235 



PCT/US02/19297 



428542 29266J D73989 NM_01 4770 U81031 AA3S2392 AA98451 2 H3832B ALia)358 A1134787 AL1 34589 AI6377S3 AI671S06 AA526909 AIS51527 AW243560 
AA939069 

428948 29737 1 ae514352 A)879343 BE272870 BE616390 AW163444 AW161588 AW378754 AW238803 66267205 BE047746 BE207213 BE3^2782 BE266301 
&E26B413 BE278348 06280885 BE278d33 BE281417 BE407786 BE378176 BE392818 AW377597 BE395951 BE393978 AW327483 BE394175 
B£385795BE27565aBE3 

432118 34170?..! r*98718 

432499 34857J BE276533 NM.0 1 6577 AF1 66492 BE276152 AFO91031 AA908607 U66623 A1570393 AA682567 AW593957 AI148105 AW002431 AI637463 

AI767195 AA339439 R13005 R23431 AW96t068 AA233819 AA224118 R19618 AI890314 Z46184 
433075 35B20_1 NVL002959 X98248 AA233278 AA846376 AI470560 AI470533 BE327147 AW291971 AAOl 71 25 AI198417 A138S213 A1168442 A1337018 

Al47504g K85459 AAg8389S AA888000 AA418326 AA41S378 ^71981 AL043S34 AA426381 AA41&Z75 AA232975 AL036861 BE277220 BE387505 

N99710AW375004A 

433494 3679_1 AB029396 T04334 R21715 R19005 HI 1553 H14256 R46505 240857 BE21 8899 AI4577e5 BE550988 AI693847 AA961017 H40944 M7861 7 

H3B447 N800g0 BE549719 BE5509S2 AW005S46 AI332685 At928848 N49234 R44075 AI894943 AI858538 AI290722 6E5507S9 R43116 H40212 
H40089AA018091 

434755 392764.1 AAS48502AA814365AW976711 AA746117 

436735 425_1 L48489 AL02231 2 D13789 AI761974 AWl 73260 AW27171 5 AA837437 AI075278 AI36701 2 A1953032 AI571173 H44868 AA743691 H47026 
AAB37358 AAa29826 AA71 3585 AW502618 AVre00856 AW501353 AW499765 AA3391 25 H19141 H^645 R18883 AW450375 AA326081 
AW406015 BE263SS9 NS2684 A 

440242 489536.1 AW295871 AI005144 AA909877 T52634 AI239684 AA875959 BE171 353 AI767633 AW510907 A1742007 

449405 80651J AA001350AA203114 K83070ROQ660 

450739 844917J AI732707AI742120 

451320 86576 1 AWl 18072 AI631 982 T15734 AA2241 95 AI70145e W20198 F26326 AA890570 N90552 AW071907 AI671352 A)375892 T03517 R88265 A1124088 
AA224388 AI084316 AI354686 T33652 AI140719 AI720211 T03490 AI372637 T15415 AW205836 AA630384 T03515 T33230 AAQ17131 AA443303 
T33623 

459298 983107.1 R86701 R84600 AL157655-, 



TABLE 22C: 

Pkey: Unique number corresponding to an Eos pmbeset 

Ref: Sequence source. The 7 digit numbers in this ct^umn are Genbank Identifier (Gl) numbers. IDunham L et al.* refers to the publication entitled "The ONA sequence of 

human chromosome 22" Dunham, et al. (1999) Nature 402:489^95 
Strand: Indicates ONA strand from which exons were predbtsd 
Nljtosition: Indicates nucleotide positions of predicted exons 



rKBj 


Oaf 


Strand 


Ml nneHtnn 


*Wlr(l 1 


99^1 Or U 


Minus 




■tUvOlO 


Q70R70^ 


Mill 


'nOAd.VITfA 




Qftnin7l 


Minus 


AflMQ-SiWU 




QQAAMi 
atWiUI 1 


Plus 


(tICUl MAtA 


■tuuooo 


90DJ0U3 


Minus 


3 J 1 f 0-W^«( 


400726 


8118950 


Plus 


51524-51786 


400748 


8119063 


Plus 


84237^8 


400772 


8131629 


Minus 


34896-35021,41078-41197 


400833 


8705148 


Minus 


187599.188138 


400836 


8954179 


Plus 


677-1188 


400843 


9188605 


Plus 


5863-5970,7653-7784.8892-g023,9673-9807.l0534-l0789.15254-15403,23827-23958 


400845 


9188605 


Plus 


34428-34612 


400846 


9188605 


Plus 


3931^39474 


400894 


9958307 


^us 


84607-85554 


400933 


7651935 


Minus 


105330-105503 


400985 


8085497 


Minus 


5855^.6236^ 


401116 


9966714 


Minus 


111939-112126 


401134 


7210005 


Ptus 


51210^1406 


401180 


9438648 


Minus 


150981-152128 


401215 


9858408 


Rus 


103739-103919 


401281 


9800073 


Minus 


13622-15130 


401454 


9186923 


Minus 


114659-114832 


401488 


7341775 


Plus 


54S23-S4686,55364-55451,55737-55846.58047-58175.56251-58356 


401507 


7534110 


Rus 


71055-71259 


401510 


7622346 


Minus 


46835^7126 


401542 


8072607 


Minus 


■ 87695-87840 


401577 


9260797 


Minus 


139377-139674.141195-141281,142217-142340 


401736 


3219338 


Rus 


1771-1894 


401B65 


6140731 


Rus 


146234-148321,150365>15055g 


401935 


3808091 


Plus 


4632946473 


401960 


3249127 


Minus 


87589^081 


402053 


8083229 


Rus 


62703^179 


402115 


8547592 


Minus 


101750-102018 


402171 


8575908 


Minus 


79357-79514,83258^76 


402183 


7658390 


Minus 


100618-104298 


402191 


8576073 


Minus 


69410-69583 


402207 


8576119 


Ptus 


4168341851 


402209 


8576119 


Minus 


53315^72 


402211 


7589783 


Minus 


67414^229 


402338 


6957691 


Minus 


36915-37250 


402393 


9929668 


Rus 


19813-20034.20163-20263 


402453 


7534025 


Ptus 


41-631 


402460 


9796884 


Minus 


108901-109254,110246-110581,113613-113960 


402463 


9796898 


Mnus 


8818-8952 


402478 


9797301 


Minus 


106204-105535 


402497 


9797775 


Rus 


98984-99452 


402832 


9931268 


Rus 


101166-101419 


402651 


7960391 


Phis 


1742J5-174380 


402665 


8077033 


Minus 


11824-1209ai4290-14544 


402758 


9213869 


Rus 


8763M7924 
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402760 


9213859 


Plus 


136829-136952.137336-137521 


402823 


8217451 


plus 


57916-58170,58475^759,59580^9867 


402912 


7263304 


Plus 


145965-146257.150876-151368 


402915 


7406502 


Minus 


140-276 


402916 


7406502 


Minus 


361-474,541-687 


403213 


7630897 


Minus 


162572-162739.164442-164540 


403248 


7656633 


Minus 


167439-167606 


403268 


7230852 


Minus 


73832-73962 


403379 


9438244 


Minus 


117348-117560 


403655 


8736093 


Plus 


65658-65659 

96600-96881.96951-97280.97393-97554 


403672 


7283288 


Minus 


403692 


7387384 


Minus 


93803-93938 


403771 


7770492 


Plus 


11^01-113045 


403949 


7711972 


Minus 


1731-1941 


404199 


6010176 


Minus 


1669-2740 


404527 


6152087 


Plus 


127737.127796.128080-128210.129888.130054,132545-132859 


404528 


8152087 


Plus 


135325-135486 


404596 


9958262 


Minus 


104807-105043 


404676 


9797204 


Minus 


56167-56342.58066-58189,58891-59048.60452-60628 


404679 


9797204 


Plus 


125964-126092,1 26691-1 2701 1 ,1 27774-127893 


404716 


9338066 


Minus 


123145-123417 


404757 


7706327 


Plus 


100933-101083,101580-101782 


404879 


5103013 


Plus 


78346-78473,78693-78893 


404946 


7382189 


Plus 


134445-134750 


404953 


7387324 


Plus 


15588.17031^ 


404968 


6899755 


Plus 


39287-39608 


405020 


7137674 


Plus 


106606-107309 


405137 


8570507 


Plus 


158969-159423 


405187 


7229826 


Plus 


117025-117170,118567-118736 


405202 


7230116 


Plus 


40209-40429 


405282 


3810573 


Minus - 


10482-10689 


405370 


2078469 


Minus 


38980.39111 


405371 


2078469 


Minus 


47657-47766.48461-48596 


405473 


8439781 


Plus 


153074.153343,154501-154598.156879-156999,158863-159051.159910-150053.161109-161229.163035-163131,1651^ 
165259.165868-166003,167375-167552,169252-169364,171127-171281 


405474 


8439781 


Rus 


172005-172175 


405546 


1054740 


Plus 


124010^124183 


405574 


3820491 


Minus 


33200-33646 


405594 


6960456 


Plus 


161628-1 61734,1 62823-163014.164439-1 64652 


405683 


4508157 


Minus 


21701-21844 


405697 


4309923 


Minus 


56765-57010,57696-58016 


405714 


4156179 


Minus 


4278943553 


406128 


9159110 


Rus 


50425-50876 


406370 


9256130 


Plus 


125320-125482 


406432 


9256504 


Plus 


3804^930,40264120,4929-5109 


406441 


9280715 


Plus 


26200-26458 


406458 


9756020 


Rus 


145874-146911 


406495 


7711328 


Minus 


174661-174978 


406496 ' 


7711328 


Minus 


178947-179264,181779-182087 


406530 


7711474 


Minus 


11703-11860.14711-14829,14920.14984.16232-16448.16916-17087 


406538 


7711478 


Plus 


35196-35367.38229-38476.4008040216.4352243840 


406591 


8224230 


Minus 


2117-2257.2436.2540 


406617 


8439858 


Plus 


36430-36552 



Table 23A Qsts about 779 genes UfKegulated tn ovarian cancer compared to non^gnanl adult ovaries. These were selected as for Tat)le 20A, except that the ratio of 
"average" ovarian cancer to "average" normal ovaries was greater than or equal to 4.0, the 'average" ovarian cancer level was set to the 93td percentile value anrangsl various 
ovarian cancer specimens, the 'average" normal adutt tissue level was set to the 93n) percentile value amongst various noivmalignant adult ovaries, the "average" ovarian 
cancer value was greater than or equal to 200 units. 

TABl£23A: 

Pkey: Unique Eos prot)esetidenfifternuiTit)er 
Ex.Accn: ExemptarAccesslon number, Gent)ank accession number 
UGID: UnlGene number 
TtUe: UniGene gene title 



Protein Oom„* Predicted protein domain 








R1: Ratio of tumor to normal ovaries 








Pkey 


Ex. Accn 


UGID 


rttle 


Protein DofR 


R1 


421296 


NM_002566 Hs.103253 


parilipin 


periIipin.SS 


37.8 


437897 


M770561 


Hs.146170 


hypttfhelical protein FU22969 


SS,TM.z(-DHHC 


29.2 


453028 


AB006532 


Hs.31442 


RecQ protein-like 4 


DEAD.helic3Se_C,ForiOiead 


27.6 


441021 


AW578716 


Hs.7644 


HI histone family, member 2 




27.2 


422310 


AA316622 


Hs.96370 


cytochrome P450. subfamily IIS 


SS,TM.pkinase,fn3.1g 


26.5 


454017 


AW023617 


Hs.347130 


hypothetical protein FU22709 


SS.TM,myosinJiead.RA,DAG_ 


25.9 


433424 


A1912498 


HS75895 


hypothetical protein aJ14996 


SaTM 


25.8 


435017 


AA336S22 


Hs.12854 


angiotensin It. type 1 recepto 




25.0 


409518 


BE384836 


Hs.3454 


K1AA1821 protein 


SS 


23.3 


410418 


D31382 


Ks.63325 


transmembrane protease, serine 


SS.TM.IdLrecepLa.trypsl 


22.8 


439924 


A1985897 


Hs.1 25293 


ESTs 


SS 


22.7 


446374 


AA329256 


Hs^4755 


ESTs, Moderately simHar to d 




22.6 


431773 


BE409442 


Hs.268557 


pleckstrin homoiogy-tilGe domai 


PaSS.UM,Troponin 


21.4 


420839 


AI792682 


Hs^60 


hypotheOcal protein MGC10870 


SS.DS.UPF0139.GtycoJiydro 


21.4 


413436 


AF238083 


Hs.68061 


.sphtngosine kinase 1 


DAGKc 


2U 



258 



wo 02/102235 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



424420 


BE614743 


146688 


prost^Jandln E synthase 


iWEG.SS,TM,MAPEG 


20.7 


422645 


L40027 


HS.11B890 


glyooQQn synthase tdnssB 3 alp 


pktnase.SS.Ets 


20.7 


436725 


BE045223 


Hs.136912 


hypotheOcd protebi MGC1 0796 




20.4 


422098 


H03117 


Ks.11 1497 


slmUsr to mousG nfiuronsl prat 


TM 


20.2 


423556 


AW139399 


Ks.98988 


ESTs 


SS,pldn3se,PMP22_Claud!n 


20.1 


434068 


AA977935 


H3.127274 


ESTs 


SS 


20.0 


423767 


HI 8283 


Hs.1 32753 


F4xix only protstn 2 


FteSS/-box.HORMA 


19.9 


423652 


AF052122 


Hs.130712 


Homo ssplons dono 23929 fnRNA 


ABC1,SS,PID,PID 


19.8 


422t79 


AF091619 


Hs.1 12667 


dynsln, sxonotnst, intcnnsdiBts 


WD40,SS 


19.3 


441356 


BE3&4381 


Hs 182885 


ESTs We^dv tin^ar to Jf^24 


SS.TM^nlc 


18.5 


418969 


W33191 


Hs.28907 


hvnotheticat Dtntnin n 


SH3,SH3 


17.2 


432631 


K08379 


Hs.1 65563 


hypothotlcal protsin DKFZp434N 


TM,OnaJ,UBA,ArfGap,homeob 


17.2 


439108 


AW163034 


Hs.6467 


synsptogyiin 3 


Synaptogyrin ,SS,TM.PDZ,WO 


17.2 


451643 


M64437 


Hs^34799 


bredcpoifit chjstsr rcflion 


Rho6EF,RhoGAP,PKC2 


17.2 


434518 


K56995 


Hs.37372 


htomo sapions DMA binding pepti 


SS 


16.9 


413244 


AW955951 


Hs.1 59265 


knippel-fBlatBd zinc finger pr 


SS,TM,BTB,Pep_M1 2B jiropep 


16.3 


456642 


AW451623 


Hs.1 09752 


putaSve c-Myo-iesponstve 




16.2 


421612 


AF161254 


Hs.106196 


806ant}gen 


ldLrecepLa.SS,TM 


16.0 


4561 77 


NM_012391 


Hs.79414 


prostata epilheDunvspecflic E 


Ets,SAK/LPNT 


15.7 


409261 


BE315042 


Ks.19210 


hypothette^ protein MGC1 1 308 




15.6 


414837 


U242S6 


Hs.77448 


akiehyde dehydrogenase 4 famil 


aUedh 


15.6 


401278 






Taiget Exon 


BandJI 


15.4 


444804 


A1084452 


Hs.22158 


hypothetic^ protein RJ2ig88 


SS 


15.4 


406620 


M31105 


Hs.146550 


myosin, heavy pdypeptide 9, n 


myosin.bead,Myosin_ta3,l 


15.1 


421495 


AI583067 


Hs.149152 


ESTs, Weakty^GimHar to RHOP M 




15.0 


416893 


AA4555e8 


Hs.62406 


hypothetical protein FL) 22573 


SS,rTni,SS 


15.0 


442620 




Hs8535 


Homa saalans mRNA far KLAA1 668 


SS,RNAj>ol_K 


14.9 


406901 


Ml 4624 




oh 'Human 4-b3ta.oalaclnsvttran 

yW.I lull toil ^rVQiff^OIWrflWSJIUOil 




14.6 


41^6 


AA324251 


Hs7B950 


branched cha^n kelo add dehyd 


El dehydrog 


14.6 


455557 


AW995B39 




ob'QV4-BN0044-1 10200-1084)07 B 


MetaUo^tos 


14.4 


416819 


U77735 


Hs 80205 


pUlfA Ul UA^OUO 


pkinaso, SS.TM,OTU,K_tBtra 


14.3 


444441 


AW613841 


Hs.301394 


hypolheScat protein I^GC3101 




14!o 


406918 


M88357 




gbiHonu saj^ens ONA-t^ding pr 


d^C2H2,SS 


14.0 


407605 


W03512 


Hs.6479 


hypothetical protein MGC13272 


SS,Sema,pkinase,TlG,PSI ,e 


13.6 


447304 


Z98883 


Hs.1 8079 


phosphatidylinositol glycan, c 


SS,Pept»dase_C2 


13.6 


402365 






Target Exon 


SS.SS.TM,ig ~ 


13.4 


407767 


W15398 


Hs.38628 


h^Mdtiefical protein 


SS^f-CCCH 


13.3 


432931 


AF1 74487 


Hs 293753 


Bcl*2-relaled ovarian kider p 




12.7 


439233 


AA831693 


Hs.292767 


hypothetical protein FLJ23109 


zM:3HC4.TM.SuIfate trans 


12.7 


423801 


NM_015071 


Hs.1 32942 


GTPase regulator associated wl 


RhoGAP,SH3.PH 


12.6 


430397 


AI924533 


Hs.1 05607 


blcartx)nate transporter relate 


HC03_colransp,SS,TM 


12.5 


411570 


0E1445B4 


Hs.314341 


ESTs 




12.5 


400206 






Eos Control 


SS,SS,Glyco_tranf.43,C0LF 


12.3 


457941 


AI004525 


Hs 14S87 


ESTs Waa)dvslm3artoAF1518 


ss!b4,ss,ti5 


12.2 


412674 


X04106 


Hs.74451 


rfllnsin 4 smflTl Riihimil f^QlO 


efhand SS CAP GLY 


12.0 


400460 






CI 1002253*:g]|129091|spIP23267 


SS,TIW.SCAN,zf-C2H2,KRAB 


1Z0 


417595 


AA424317 


tte6259 


KIAA1698 protein 


SS,TM,Qyco_hydro 31,Glyc 


11.6 


428758 


AA433968 


Hs 98502 


CA125 antigen^ mucin 16 


SS 


11.5 


424707 


BE061914 


HS.10&44 


Homo sapiens cDMA FU14476 fis 


SS,SS,TM.Sema 


11.5 


444359 


AI697160 


Hs!l43594 


ESTs, Weaidy similar to HS4l^H 




11.5 


435156 - 


AW563317 


Hs.65568 


DAZ associated protein 1 


rrnxSS,rmi 


11,3 


407688 


W25317 


Hs.37616 


Human D9 splice variant B ntfVJA 




11.3 


450503 


R35gi7 


Hs.301338 


hypothetical protein FU 12587 


SS 


11.2 


427448 


BE24&44g 


Hs.2157 


WislcotWUdrteh syndrome (ecze 


WH1,PBD,WH2,SS 


11.2 


406230 






Target Exon 




11.2 


432143 


AL040183 


Hs.123484 


Homo sapiens, clone IMAGE:4178 


SS.TM.cysJch_FGFR 


11.2 


433573 


AF234887 


Hs.57652 


cadherin, EGF LAG seven^pass G 


SSJM,7tmJ,EGF,cadhef1n. 


11,1 


413726 


AJ27846S 


Hs.75510 


annexin A1 1 


annaxin,SS,anne}un 


11.1 


431974 


AW972669 


Hs.200934 


ESTs 


bap 


11.0 


428157 


AA770021 


Hs.1 6332 


ESTs 


SS.lg,fn3 


11.0 


450461 


BE408081 


Hs.46736 


hypothetical protein FU 23476 


SS 


10.9 


412738 


N34731 


Hs 74562 


siah tiinding protein 1 ', FBP in 


homeotxjx 


10.9 


445434 




Hs.9265 


hvaothefical orolfiln FIJ2Q917 


SS,PWWP,Exonuclease,lipoc 


10.9 


444008 


BE54485S 


Hs.236572 


ESTs, Weakiy simitar to SFR4_K 


SS,SS,SAC3_GANP 


10.7 


444410 




Hs 33719 


PST R_ Modfiratf^ fitmthr tn SB 

^ W 1 V, IviVUQI oust] QUI lll<U VJ 


SS 


10.5 


444607 




H<t 2936B7 


ESTs 


SS.P1-PLC-X, PH,PI-Pl^Y, C 


10.6 


404333 






C7001 735*^i|7768636[db}]BAA95 


vwd 


10.5 


401210 






C12000S19:sit7710046tref]NP_05 




10.5 


434743 


A1363410 




ribcKoma) protein Sid 


SS,TM 


10.4 


434030 


AW1 62336 


Hs^709 


low molecutar mass utdQulnon^ 


SS 


10.4 


450029 




Hs.2fi7963 


hvDothefical omt^ FU1053S 


SS,Pyrtdo^oxid3se,zf^2H 


10.4 


439632 


AW410714 


Hs.334437 


hyixjthetical protdn MQC4248 


SS,TM,transmennt)rane4 


10.3 


438185 


Y19168 


H5.320461 


ESTs 


SS 


10.2 


432031 


AF039196 


Hs.272367 


hairless protein (putativa sin 


NC 


10.2 


405371 






NM-005569*:Homo sapiens UM do 


pkin3se,UM.PDZ 


10.1 


456741 


W37608 


Ks.184492 


ESTs 


SS,pldnase 


10.1 


458130 


AA115B11 


Hs.6a38 


ras homolog gene famliy. membe 


ras.arf 


10.0 


456977 


AK000252 


HS.16975B 


hypotheficai protein FIJ20245 




10.0 


420029 


BE258876 


Hs.94446 


potyamlne-mQdulated factor 1 


aldo_KeUB(l.SS.TM.8la 


10.0 


445625 


BE246743 




hypotheOcal protein FU22635 


SS.TM 


9.9 


4233S6 


Z60345 


Hs.1 27610 


acyWCoenzyme A dehydrogenase, 


Acyl-CoA^(fli/cyK:o^.dh_M 


9.8 


458216 


AW024282 


Hs.104938 


hypothetical protdn MGC15906 




9.8 


451721 


Ni;/L0Q6946 Hs^915 


spectrin, beta, norverythrocyt 


8pectrtaPH.CHSS,Peptida 


9,7 


421445 


AA913059 


Hs.104433 


.Homo saf^ens, done 1UAG£:4054 


asp,SS.TMjon_trans,l^tet 


9,7 
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431354 


BB}469% 


Hs^51673 


DNA (cytos[n&^}^fR8thyttiBnsf 


SS,PWWP,PHD 


3.7 


443760 


NVL012068 Hs^754 


flctjvfliinQ trsnscifpSofl facto 


b2P,KTP_transL2,SS.TBC 


3.7 


448133 


A CI 


Hs.73769 


Mntn rMfintflf 1 f adtltfl 


f^^atejWtSS 


9.7 


444202 


MLUO IDOO 




KiAAGfi33 wotetn 


SS,TM,N^»lCExdianger>^C2 


9.7 


427640 




rfS.itMJUio 


rmAnArhronifi tniitamitfasa 


MIF^^_proteiruL^SS.GS 


3.6 


419167 


AlcoQcqc 




ESTs, Weakly similar to A35363 


SS 


9.6 


424618 




Ut> IBM 


m^or HstocofnpaSbHity compi 


TMig,MHC_ILbeta.SS,TMA 


9.6 


427437 ■ 


t\n li}94f 0 


tie 


ESTs 




9.6 


420423 


AAfl577lfl 


Lie fiO^lft 


ESTs 


SS 


9.6 


414756 


niwTO 1 1 U 1 




ESTs, Moderately sitrdar to JC 


hexokinasQ2,hexcddnase 


9.6 


407833 




n3.*too^ 1 


Homo sapiens. Similar to hypot 


S StSS,8rf ,r3S,fn3,r3S 


3.5 


408294 






gt}:Q\/0-HT0101-061099-032-e07 H 


Anvnoniunx^trans p 


9.5 


442232 




Ue 177ZCn 

ns.oo/HOU 


ESTs, Weakly similar to A47SB2 


SS,TM,TGFb_prop^tkle,TGF 


3.4 


416S66 




nS.oUoz4 


serfneAhreonine protein phosp 


Met^lopho$,Metaik}phos 


9.4 


419823 




Ue 1 IflQIR 


ESTs, Weakly strntar to M20M.M 


SS,TM 


3.4 






nS.1D39/0 




SS SS Cuffin Cutfin 


3.3 


401264 






C1&000090*'cn6678656lr^NP 0 


SSJanUnin^termjaminln_ 


9.3 


407507 






QbiHuman dynocQn mRNA, partia 


SS,TM,HC03.colransp,CAP„G 


3.2 


400833 






CI 100Q890:g!|3746443tgblAAC633 


SS,TM,7tnul" 


3.2 


422064 




Ue vvnA'i 

n5>000r^£ 


ESTs 


TM 


9.2 


452434 


D30934 


Ue OQIUQ 
nS.£9i>H9 


C-type lecfin-Gkfi receptor-1 


lectin_c,SS,TM 


3.2 


421353 




Me irVWiA 
ns. luooo't 


docldng protein 1, 62M} (downs 


PH,IRS,TM,PH,lRS,trypsln, 


9.1 


427397 




Ue 177P«R 
na. 1 f f (MO 


calmoduGn 1 (phosphoiylase kl 


efhand,RmaAD,SS,efhand 


9.1 


431462 


AW5n%79 




granin-Tike neuroendocrfne pep 


SS 


9.0 


434736 






ESTs 

aeallne kinase, brain 


SS.rnyb_DNA-bindlng .myb.DN 


9.0 


422639 


A|Q0qi77 


Hs 171754 


ATP-fluaLPtrBns,ATP-gu£LPt 


9.0 


447867 




ns. iohouo 


ESTs 


TM 


3.0 


442472 


r\VVOU0099 




Qb:MRO^T002(H)B1193-004<03 S 


SS,TM,lnos.1-P_synlh.Ocd 


&9 


4555B8 


ni l^ssUJ 


Hs.74663 


vesictEhassodaled membrane pr 


synaptobrevin,SS,TM 


6.3 


454319 


ft Wis f f 00 


Me inifi17 
ns.iuioir 


ESTs, Weakly similar to T32527 


SS 


8.3 


429527 


AAZUIfU 


Me 9AQfl1A 


ESTs 




8.9 


432603 


AAtttUQTn 


Ue in(i7QA 


unP-atucose*alvcmfatBln aluco 

Vl^l ^lU^^wv.jf ij^^rt/pi viwUI yiuww 


SS,TM 


6.9 


410338 




nS.otUUo 


Qh'7aQ5a11 rl Soares melanocvt 


pkinase 


8.3 


452633 


DbOC»C)Ol 


Ue ^ftT^fi 

ns.ou/ 00 


K1AA01 24 protein 


W040 


6.3 




nrUJOUJZ 


Ma 1R119); 
nS.101 IcO 


nh'Hnmn snfuone rJnnn MHAI L mv 
yu.nwiiiu 9t^MoiK> uuiio iyivtmu iiij 


SS ra SS G olti transoeot 


8.8 




DCiCsAorf 




gb^01174162F1 N!H_MGC_17 Homo 


SS 


8.8 


431765 


AP19A9AQ 


Mq 7rr(;ai 


novel SK2-contaIning protein 1 


SH2,SS,TM 


8.8 


421634 


DcJOr4ou 


Me infiflftn 
n5.iuDaou 


bvstiivJika 




8.8 


453683 




Me IIRftPR 
nS. 1 10090 


Homo sapiens mRNA for K1AA1878 


SS 


8.8 


418736 


T1RQ7Q 


Me ft7Qflft 


Snf2-retaled C8P activator pro 


SS.hellcas B^C>VT_hock,SS, 


8.7 


450958 


ALIO/ Qua 


Me "UAniO 


Homo sapiens mRNA; cONA 0KFZp4 




8.7 


413725 


UODWO 


Me Q9Rfl.1 
ns.9^000 


Homo sapiens ckjne 161455 brea 




8.7 


415126 


U0U949 




gb:HUM141D04B Clontech human f 


SS.TM 


8.7 


406301 






Target Exon 


TM 


8.6 


418843 




Mq flQ9^ 


potassium intermediate/snr^ c 


TM.CaMBD,SK_channel,TM 


6.6 


433396 


AI/*l4Uf 1 


ns.ioo£uo 


ESTs 


SS,TM 


8.6 


434333 


AAlOgrOO 


Me 9Q91(U 


stromat protein 




8.6 


407065 






ah'H^Qtens DAT1 oens oartid 


SNF,SS,Tli^ 


6.6 


452851 


AWUjiSj 


nS.£lOil/ 


ESTs 


SS.Sema 


8.6 


Hi^t IQ 


AMJUiooo 


Ue IIRUe 


hvnnlhftftnfll nmfnln FIJI 0521 


RhoGEF 


6.6 




Al^nAOKU 


Ue 1QR<;1 






6.6 


420836 


AW93O400 




hvDOthetlcal omleln FU 14886 


SS,ras 


8.6 


423039 




Ue 10R177 

ns.isOl// 


r^QsnhorvlASfi Idnase oamma 2 


pkInase,SS,SNF^N,helicas 


8.6 


413639 


Avnnit;/!'} 


Me Q17<vl 

ns.9if00 


hvnathAHcal nrntein 




8.6 


429712 


AUn^l^R^Q 
nVf£<}00£0 


Ue oiiqiA 


ENSP0000023362r:NAOH-ublquino 


oxtdored_Q6,SS,TM,rTm 


6.5 


452554 






ESTs, Weakly similar to ALUSJi 


SS,PAS,HLH 


as 


441076 


ns90U9 


Ue 11107 

ns.i 1 i9f 


Homo sai^ens, done tMAGE:3343 




6.5 


428860 


1 1*4(1001 
U00Z91 


nS. ItnOUl 


micnotubuie-assodaled protein 


M 


8.5 


421301 




Uq inoOOQ 
na. tU9£99 


protein tyrc^ine phosphatase, 


SAM,SS.TM.mn.PDZ 


8.4 


441363 


AWHOU* 1 1 


Me 19AR9<\ 
nSt i£DO£0 


ESTs. Weakly simflar to A46302 


SS,TM.HSP20.7lm_1 


8.4 


443801 


AlA/5flAQ49 


Hs.253534 


intronot tiichorhlnophalanQ 


GATA 


8.4 


432862 


Auunn/ocfi 

AWUUftsOO 


ns.^oo/cu 


amniontess protein 


SS.MATH,2f.TRAF,zPC3HC4 


8.4 


431849 


AiR7rifm 

AlOfUO^ 


ns.oooi 0 


hypotheScal protein MGC1091 1 


SS,TM 


8.4 


423662 


Ai/'oninic 
AlUJUiUOO 


Ue llftflRI 

n&.iouooi 


B-cetl CLUIymphoma 1 1A (zinc 


SS 


a3 


404365 






Target Exon 


SS 


8.3 


425694 


U9l 000 


Ub 1GQ097 

n3.l99Zo/ 


hoynkfnnen fiuhifamin 

ItCAUtUlMSdO w ^WIUUD vCUy 


hexoldnase,hexoldnasG2,he 


8.3 




A A VllQQn 


U(t on/tcQo 
nS»^U4oo^ 


ESTs 




a3 




AA63d618 


H5.325116 


Unmn c anion e rinno M(^P*9QR9 


SS 


a2 


HOJO 1 


AW505368 


Ks.12460 






8.2 




D82070 


Hs.177972 


phfftfT>Aennn a A fin on ratvftnn frsm 
WuUiiivawiw H u^Qii icouuiy iioiii 


SStfddnase 


8.2 


420138 


BE268854 


Hs.177723 


ESTs 


SS 


8.2 


426391 


AW161050 


Hs.169611 


ftfv^nnH tntfnchnnHHfwlRrivfid ac 


SS 


ai 


457613 


AAS988e3 


Hs.173770 


ESTs 




ai 


427502 


AI811865 


Hs.7133 


Homo sapiens, clone IMAGE'3161 


SS,TM/BC tr3n.ayco_tran 


&i 


437215 


AL1 17488 




Human done 23564 mRNA sequenc 


SS 


ai 


423384 


A1133632 


K3.127808 


Homo sapiens mRNA; cDNA DKFZp4 




ai 


447151 


AtQ22813 


Hs.92673 


Homo sapiens done CDABP0014 m 


SS,TM,LRR.8mInolranJ_2 


8.0 


431898 


AK000020 


Hs.272018 


hypothetteal protein FU^I 3 




8.0 


454231 


AW384847 


Hs.213534 


ESTs, Weakly simflar 1o MUC2J1 


SS,XRCC1_N.BRa,lactamase 


8.0 


430354 


AA354810 


Hs.239784 


human homoiog of Oosophila So 


SS,TM,ig 


8.0 


453302 


NM_002314 Hs^6556 


UM domain kinase 1 




ao 


422765 


AW409701 


Hs.1578 


bacutovkal tAP repeat-oontain 


BIR,TK,SS.TM 


8.0 


42S944 


AK000664 


Ks.164256 


hypotheGcal prot^ FU206S7 




7.9 


450873 


BE464016 


Hs.238356 


ESTs 


SS,zK2H2,rTm 


7.9 
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454246 


AW24S185 


Hs.6998 


ESTs 




7.9 


450635 


AW403954 


Hs.25237 


fncscnchytnsi stsm coH protsln 


4rioi 


7.9 


422305 


AI928242 


Hs.293438 


CQTe URnhtu r ttntl^r tn A CI QBA 

coiSt n^Tuy siTnu3riOAriw4 


oo 


7.9 


425760 


D17629 


Hs.159479 


n ala^tng ja iTha /M C ^ A 


J M [glHSp, O Oi 1 M 


7.9 


413534 


BE146961 




nh-f5WAilTnW9J11 1 1QOitl (Lh19 H 


SSTM 


7.8 


44^1 


AI348e56 


Hs.21627 


nhihft'tan't tf9 MPI Pf^AP 1 tiTfi Mn 




7.8 


421726 


AK001237 


Hs.319088 


ktfnftthaftr^ nm^Tn CI imTTC 

nypouiBuca pioiein ruiuo/ 3 




7.8 


4Zf 101 


AA531527 


Hs.332040 


nypouiouCdi piweui muui JUiu 


QCTU A PAT 1 DD 
OO, 1 m^\M\ 1 ,IXU\ 


7.8 


44^3 


AI471630 




KIA&ni nana nrrw4itr>4 




7.8 


443135 


NM,001440 Hs.9018 




CAUAIUSiHI|00, 1 IVI 


7.8 




U66839 


Hs.1 80533 


mffajQcnrSctivstsd pnAsIn kins 


pidnase 


7.8 








1 iay ci cxun 


OO. 1 iv),uur&03 


7.8 


419757 


AA773820 


Hs.63970 


ESTs 


OO, IM 


7.8 


458834 


Ai566883 


Hs.tg6446 


ESTs 




7,8 


427899 


AA829286 


Hs.332053 




^AA nroteirvt SAA rtr 


7.7 


452399 


BE513301 


Hs.2g344 


nypoutoUbai piuiBir^ nuns £4 


OOipOIUfMI 


7.7 


436543 


N^^002212 Hs.5215 


fntaorin hntn A hfnriinn nmtAl 
hIw^iui Vita *T utjiuuiy ^uimi 


elB6 


7.7 


431811 




nS.O01ovo 


hvTvifhAf irat nmtotn F) limA/l 
uyfMUfaiifiai ynjvuti ru • isov 


<vttTMRAnfl 7 AAA frirMi hi 


7.7 


414534 




KsJdooo 


RCi ^.JHitflnnnid of cpII rinath 
9^L£*aiiUiiyu4U9i ui vcii uo4iui 


j^S hormfiTLB rac_7(-C4 


7.7 


455885 


DCl90U4 




nh!PMtVKrMaQ.94119(Ulfl9..m3 H 




7.7 


427721 


A1o04£o4j 


ns.1 60455 


RAn9^ M)r»uie(ao\ Iv^mnlnn 
rV>U£J yO. CclcVISloa^ noniuiuQ 


tiKtniitfin 1 iRA fnfannn R 

uun{utun, u orvn icgnn_D . 


7.6 


430432 


AB03775o 


ns.241419 


KIAA1137 Rmlnin 


i (Vl,ratulltnJ, 1 m 


7.6 




AW1 33032 


ns.1 07376 


nypomBucai proiBin ui\r£4)4U4n 


cc cc TM 
00,00, 1 m 


7 fi 




Ar0359o9 


ns.24379 


phosphsGdic sctd phosphstsso 


PAP2,SS 


7.6 


*) 10904 


8E260120 








7.6 


410397 


AF2175t7 


Hs.63042 


Ui\r^p304J)3f pPOtBin 


oo,nOineODO]^UrrVTOU,UUr£j 


7 c 
f .0 




SE348395 


Hs.1 21 589 


CCTe 
CO IS 




7 R 


40UZOO 






wi buu(ra^:gi|7499iuj]pin]i 


TM,ABC_lran.ABCjTi8ml)rBne 


7 C 




AAl 80756 


Hs.340316 


CO 1 Si tyflOQeraiciy simusr to al 


Ehij^riA 






BE243130 


H5.06947 


a disintsgrin snd mctalloprote 


dis'inle9rin,Repr^ysln,Pe 


7 I 




AA243547 


Hs. 19447 


PDZ*dM prot6in mystitjuB 


IIM Q(t ^fh Matatlnnh 

UM, 0 Oioni),ooiD,m8iaiiupn 


7 <» 


420970 


AA3U5U79 


Ks.1342 


cytochrofns c oxId3SO sub unit V 


C0X5B 


7.5 


406495 










7.5 


448043 


AI430030 


ns.^Uiooi 


ESTs 


PHO 


7.4 


401724 






riRnni^7^-nTiR7<i<inRfiirpfiMP cn 


TM PLAT SS 


7.4 


424263 


M77640 


ns.1 757 


1 1 ^oH orfKaeInn mnlomla fhwff 
U i Uoll cfWitiotUU IllUleUUlo 


fn^ In IRK TM fn.1 in R 


7,4 


428092 






ESTs 


SS.TM 


7.3 


453023 


AW02o73j 


Hs.31439 


confM nmtosco inhihit/tf If tin 
9CIUR7 piUUJoat} NlMlllllv(| fNUII 


Kunltz BPTI SIR TM kin Ira 


7.3 


400137 






COS> ^^lUOl 




7.3 


436127 


W94S24 


Hs.1 1565 




Cnmnn 7 R*> TM 


7.3 


412265 


A A 4 n 4 

AAl U 1325 


H3.86I54 


hunnthpftral nrnfom PI ti 9iT7 


l\PP <ivnthpta!;p HM(;i4 17 


7.3 


AVJ7A7 


NM_014404 


Hs.278907 


c^cium ^snnsl, voltsgc-dcpcn 






440039 


BE272446 


HS.26S317 


nypouieucsn piuiein muu^ooz 


cc TpD 

OO, 1 rn 


7 ^ 
1,0 


4Uf Diy 


AL050341 


Hs.37165 


collaQsn, typo IX, &lpha 2 


oo,uou^ a n , OO , v^isg e n 


7 ^ 
r.o 




At&20463 


Hs.347408 


nypomeucai protein muI/I Jiuz 


cc TU n(o 
OO, 1 Miyld 


7 1 


4U10/4 






PI 1 it 1 'T*'n;r7(;Ani^ i;in)riiT9i 

L>l0UUl4u .gi|/0UUJ40[pu|ll £l 


r ALKMUid5e_u, rftu_Di no i ng 


7 9 




AW935967 


Hs.170162 


klAAII^T? nmtofn 

i\i/v\iJ9f pfwctn 


SS 


7.2 


4*4 1 ao 


A6029010 


Hs.1 43026 


iMAniuoi praiBin 


cc TU Ma Cv PatvJialQ 
OO, 1 M,Ha_^'Q„CA,L>aiX-tJcId, 


7 0 


412173 


T71071 




Q wUDUO .1 1 ODoloyBnS UVoi 


PPCoui 1 ^hatn 
\^ OoMl^l^lfl loll 1 


7.2 


438113 


AI467908 


Hs.8882 


ESTs 


SSTM-TIm 1 


7.2 


429869 


A1907018 


Hs.1 5977 


TamftI HAT 




7.2 




AW247529 


Hs,6793 


piolSlot*«lCIIV3unQ ToClttT 9CQ 


PAPJVH IhllnitcA f^Sl S<i 


7.2 


425041 


AI377150 


H5.150914 


ESTs 


SS 


7,2 


448340 


AI4g2910 


Hs.32362 


ESTs 




7.1 


406779 


A A J 4 <^ A i a 

AA4i2048 


Hs.2795/4 


\A3>-a9 prOlcJn, CBIJ OBSUrfog 


SSSS 


7.1 


431005 


AA4g0544 


Hs.127269 




WD40 


7.1 


4£l«/j 


AJ245416 


Hs.103106 


UD snKNA-associaidu om-UKe pr 


Cm CC IPKIA cunt 1 P fl 

oin,oo,iruv\-5ynt„i ,oo i 


7 1 
f.l 


4Uy04B 


AA1S9216 


H8.55505 


liypOtnBUCSl prutBln rlJcU44£ 


V nhnsnhataca nCPv« TM 


7 ft 


40UZ0l 


AI878842 


Hs.237924 


wsHja protein 


mtk\ ft^rr CC TU 

iniw_cair,oo, i ivi 


7 n 


4440f ^ 


Z95636 


Hs.11669 


twntnin ainkn C 

laminin, fiipns o 


lafninl(\_EGFJaminin_G,EGF 


1 n 
r.u 


405928 






Target Exon 


SS,cystatin,Coprogsn.oxtd 


7.0 


421321 


NM-005309 


Hs.103502 


gtutaiTUC-pyruvato trsnsaniinass 


•unTMtmfl 4 O CC Tii 1 DD 

aminouan_i„^,oo,]M,LKK 


6.9 




AW799755 


Hs.1 10953 


reonoic scki inaucea i 


HLH 


6.9 


451937 


AF1 19864 


Hs.27299 


transcripfionat regulaior prot 


oo,tnie^n_o,in3,U3ix-ue 


6,9 


4£0Dr b 


AW084791 


Hs.133122 


kuAAtkadnnI AfVktain CI HilR9>( 

nypoinGucai prQisui rLJi4D<4 


OO, 1 ivi.aniinuuan„i_t 


C 0 
D.9 


4000^ r 


At087335 


Hs.123473 


CCTe 
CD IS 


1 ivi,r\6QCUiun 


AO 


4JD93I 


U51336 


Hs.6453 


inositol 1 ,3,4-tr^hosphat6 5/ 


CC ftvMnfori CC 
00 ,OAiQui SQ^ 1 UU. OO 


D.O 


**AMOo 


BE397336 


Hs.1422 


GardnGT^Rashosd felino sarcoma 


CU7 CUl nMnaea 

0 nz,on j,pia nass 


£ ft 




AL137491 


Hs.125511 


UnmA earuanr mDMA* /^TIMA r\UC7nA 

rtorno saptens fTirvxM, cunn unript 


cc TU KjKhf 

00, 1 (vvswsru 


0.0 


AneruR 








RCC1 


6.8 


4J^r40 


AA554512 


Hs.24301 


pOiynieiBSa (KTIAJ II (UDH wIcC 


ccTu ppion 
OO, 1 n^cr iDU 


R n 

0.0 


452798 


AI918771 


Hs.257170 


ESTs 


SSTI^TNFR cfi 


6.7 


426315 


AA8S4219 


Hs.348137 


Homo sapiens, done IMAGE:3542 


SS.crystaII 


6.7 


440317 


BE561888 




gb:601345093Fl K1H_MGC_8 Homo 




6.7 


438857 


AI627912 


Hs.l307e3 


Forssman synthetase 


SSJv\,Ras6Ep,RasGtFN 


6.7 


452072 


BE258857 


Hs.27744 


RAB3A, member RAS oncogene fam 


r3sMSS,P0Ease 


6.7 


433938 


AFt61536 


Hs.284292 


ubiqu&TOf-cytoctiroms c reducta 


TM 


6.7 


423106 


N52572 


H5.13702 


ESTs, Moderately sbnaarlo AL 




6.7 


453101 


AW952776 


Hs.94943 


ESTs 


TM 


6.7 


420307 


AW502S6g 


Hs.66219 


ESTs 


SS.TM 


a7 


415056 


AB004662 


HS.778S7 


adenosine A1 receptor 


7lm.1.SS,TM 


5.7 


454262 


AW512232 


Hs.254635 


ESTs 


$S,TM.voHaQB_aCCBS 


6.7 


409227 


AA806165 


Hs.130323 


Homo sapiens, done tMAG£'.3960 




&6 


413908 


BE409966 


Hs.323813 


Homo sapiens, done MGC:2867, 


SS.zt^2 

261 


a6 



wo 02/102235 



PCTAJS02/19297 
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457274 


AW674193 


Hs^152 


mannaivtiranng lectin serins p 


SS,TM,SS,TM.Cl3thrinJgjc 


6.6 


419157 


AA234540 


HS53871 


ESTs 


pJdnase 


&6 


431424 


AI222969 




ESTs 


SS 


6.6 


412464 


T78141 


Hs22826 


ESTs, Weakly slmBar to 155214 


SS,cadherin,crystan 


6.6 


430168 


AW968343 




OKFZP434[1735 piotein 


SS,TM,efhand,efhand 


6.6 


455035 


AWB51734 




gb:MR2-CTQ222-01 1 19&^7^10 C 




6.6 


422682 


W05238 


H5^16 


ESTs, Weakly slnttlar to T3161 3 


SS.TM,DEAO,heIicase CLarn 


6.6 


4533S7 


AW732847 


Hs.70573 


PKai-retatedHTT protein 


SS,TM 


6.6 


450593 


AF129085 


Hs^5197 


ST1P1 homc^ogy and U-Box conta 


TPR.SS,TM,RhomboidJactam 


6.6 


420319 


AW406289 


85.36593 


hypothetical protein 


r3s,arf 


6.6 


431131 


N84730 


Hs.250616 


tsocitrala dehydrogenase 3 (NA 


isodh,lsodh 


6.6 


431297 


AA651771 


Hs.3076 


ESTs 




6.6 


410082 


AA0d1594 


Hs.158311 


Musashi {Omsophita} homolog 1 


SS.HECT,phosllp 


6.5 


441307 


AW071695 


Hs.209065 


hypothetica) protein FU14225 


SSJM 


6.5 


454662 


AW816029 




gb:MR3^T0220-151299^27-b10 S 


fHament 


6.5 


407299 


AA460205 


Hs.289770 


ESTs. Weakly slmaar to 138022 




6.5 


422837 


U25441 


Hs.121478 


dopamine receptor D3 


7tm_1,SS.TM.7tm_l 


6.5 


407722 


BE252241 


Hs.38041 


pyddQxal (pyridoxina, vitamin 


pfkB,SS 


6.4 


417810 


D28419 


Hs.82609 


hydroxymethyllMlane synthase 


PcrphobLdeam 


6.4 


445333 


BE537541 


Hs.44278 


hypothetical protein FU12538 


SS 


6.4 


402197 






Target Exon 


SS.TM,ATPlGLPUA_MAT8,ig, 


6.3 


419390 


AI701162 


Hs.30207 


hypothetical protein MGC1 1 138 


SS.TM.PMP22_aaudin,PIW22 


6.3 


447754 


AW073310 


Hs.163533 


tntn}nofHER4 




6.3 


444664 


N26362 


Hs.11615 


map kinase phosphatase-Ske pr 


DSPcRhodanese.SS,TM 


6.3 


421190 


U95031 


Hs.102482 


Ruidn 5, subtle B, tracheobro 


Cys_knot,vwc 


6.3 


432872 


Ai90S984 


Hs.279623 


seienopiotein X 1 


DUF2S,SS,Ribosomal L3.P0Z 


6.3 


43(K)23 


AA158243 


Hs.227729 


FK50&4]inding protein 2 {13KD} 


SS,FKBP,SS,PDGF,C2.P1^LC 


6.3 


413343 


8E392026 


Hs.334346 


hypothallcal protetn M6C13045 


SS.Dn3J 


6.2 


417852 


AJ250562 


H5.82749 


transmembrane 4 superfamily me 


transmembrane4,SS,TM 


6.2 


403128 






KIAA1033 protein 


SSJM,tubulln,EGF.F5J^8 t 


6.2 


413055 


AV655701 


Hs.75183 


cytochrome P450, subfamily HE 


p450 
SS 


6.2 


427812 


AA770424 


Hs,98t62 


ESTs 


6.2 


457761 


AW401809 


Hs.4779 


KIAAI 150 protein 


&S,UM,SS 


6.2 


453099 


K62087 


Hs.3165g 


thyrald homrane receptor-assoc 


SS 


6.2 


426048 


A)768853 


Hs.134478 


ESTs 


TM 


6.2 


407223 


H96850 




gb:yw03b12.s1 Soares melanocyt 


SS.TM,SS,TM,DDOST.48kD 


6.2 


445634 


AI624849 


Ks.344612 


ESTs. Wealdy similar to NELI.K 


vwd 


6.2 


441197 


BE244638 


Hs.166 


steroi regulatofy element bind 


HLH 


6.1 


421707 


N^4_014921 


Hs.107054 


lectomedtn-2 


LatrDphi[In,OU^,7tm_2,Gal 


6.1 


435750 


A60290t2 


Hs.4990 


KtAAf069 protein 


SS,TIW 


6.1 


432353 


NM-016558 


Hs.274411 


SCAN domain-containing 1 


SCAN 


6.1 


427326 


AI287878 




gb:qv23f06.x1 NCI_CGAP.Lym6 Ho 


SS,TM.7tmJ,SS.TM 


• 6.1 


447128 


AI27189a 




cydin K 




6.1 


419444 


NM.002496 


Hs.30443 


Target CAT 


fer4.SS,TM,Vj\TPase sub a 


6.1 


457978 


AA776538 




gb:aa78g04^1 Stratagene schlz 


SS,PH,IQ,RasGEF,RasG£FN.R 


6.1 


410445 


AA199830 




gb:zq75hOUl Stratagene hNT n 




6.1 


431857 


W19144 


Hs.271742 


ADP-ribosyttransferase (NAD; p 


PARP.PARP rBg,SS,TM,Peplj 


6.1 


407143 


C14076 


Hs.332329 


EST 


SS,TM 


6.0 


408724 


AI685842 


Hs.294143 


ESTs, Weakly similar to T22914 


SS4}ktn3se,tubulin 


6.0 


436685 


W2e661 


Hs.5288 


Homo sapiens mRNA; cONA DKFZp4 


8S.TM,pkinase,Activmjec 


6.0 


441583 


AI791499 


Hs.205742 


ESTs. Weakly simflar to ALUA.H 




6.0 


418802 


AB0289d9 


Hs.88500 


mitogen-activated protein kina 


WD40.Pico_P2A.M.SS 


6.0 


414927 


T83587 


Hs,186476 


ESTs 


SS.Sutfatase 


6.0 


434314 


BE392921 


Hs.3797 


RAB26, member RAS oncogene f am 


ras,8rf.SS 


6.0 


414157 


BE297801 


Hs,103845- 


ESTs, Moderately similar to 15 


SS 


6.0 


424415 


NM.001975 


Hs.146580 


enolase 2. (gamma, neuronal) 


enolase.SS,Atrophin-1 ,Atr 


6.0 


406487 






Target Exon 


SS,TM 


6.0 


447355 


BE383876 


Hs.334 


Rho guanine nucleotide exchang 


SH3.PH,Rho6EF 


6.0 


417900 


BE250127 


Hs.&2g06 


CDC20 (cell division cyde 20. 


WO40,SS,TM.fn3,E6F,fn3,lg 


6.0 


442297 


NM.006202 


HS.B9901 


phosphodiesterase 4A. cAMP-spe 


PDEase 


5.9 


426440 


BE3d2756 


Hs.169902 


sohite carrier family 2 (facil 


sugar_tr,SS,TM.sugarJr 


5.9 


418256 


AW845316 


Hs.12271 


f-box and teucin&4jch repeat 


SS.SS,TM.HSF_DNA*ind 


5.9 


431543 


AW969619 


Hs.259768 


aden^ate cyclase 1 (brain) 


TM 


&9 


430344 


AA476827 


Hs.171012 


h^x)thetica] protem FU2^9 


HiM 


5,9 


428539 


AW41Q063 


Hs.184877 


sdute calmer famiiy 25 (mlto 


mito_carr,SS,TM,profiIin, 


5.9 


403938 






Target Exon 


Ephrin 


5.9 


456950 


AF1 11170 


Hs.306165 


Hons} sapiens 14<]32 J3gged2 gen 


SS,TIW.DSL 


5.9 


451481 


AA300228 


Hsl295866 


hypothetical protein OKFZp434N 




6.9 


434357 


AW732264 


H5.3828 


mevalonale (diphospbo) decarbo 


GHMP_ki/iasas,SS,TM 


5.9 


443553 


ALJ040535 


Hs.9573 


ATP-t)inding cassette, sut>-faml 


ABC.ban.SS 


5.9 


433333 


A1016521 


Hs.71816 


v-akt murine thymoma viral oru 


homeobox,pkinase,PH,[^na 


5.9 


430600 


AW950967 


Hs.274348 


HLA6 associated ^anscrlpt^ 


ub{quilln,SS,TM,G-patch,a 


5.9 


409034 


A1684149 


Hs.172035 


hypothetica] protein stmQar t 


SS 


is 


421542 


AA411607 


Ks.1 18964 


ESTs, Weakly similar to KIAA1 1 


SS,SS 


5.9 


431534 


AL1 37531 




Ktemo saolpns mRNA: cDNA DKP7n4 


SS,T1UI,ras 


0.9 


409603 


AF231023 


Hs.55173 


cadherin. EGF LAG seven-pass Q 


SsiTM.7lm_2^herin,GPS, 


5.9 


423464 


NM-016240 


HsJ2Sa56 


CSR1 f^tein 


Coaagen.SS 


5.9 


422379 


AAd328&0 


Ks.133d64 


ESTs 




5.8 


443887 


NM_004729 


Hs.9933 


AD4ike transposabte element 


zl^EO 


5.8 


450122 


BE313765 


Hs,343443 


ESTs. Weakly similar to 138022 


SS,TM,Yj>hosphalase.LONA 


5.6 


404807 






Target Exon 


UPF0027 


5.8 


445303 


AW362198 


Hs.12503 


tnterieuldn 15 receptor, sH^b 


SS,5ushi.SS 


5.8 


445631 


AK001822 




Homo sapiens cONA aJ10960 fis 




5.8 


412091 


R08185 




gb:ye94d03/1 Soares fetal Hv 


5S,TM.IBR.tBR 

262 


5.8 
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446536 


W74413 


H&.1S251 


hynolhethrfd ftfntptn 


SS 


5.6 


432355 


BE335875 


Hs.279509 


mftochandrial eaniar hmwlm 


fnQo csiT 


5i8 


402393 






ENSP000000852B4*:CONA FU20404 


RhoGEF,PH,SS,zl-CCCH.vwd 


5.8 


413041 


BE061580 


Hs^l622 


QbJ^/[R0'GTO249^1 299-201-007 B 


SS 


5.8 


414356 




Hs335147 




SS,TM 


S8 


402916 






ENSP000Q0202587*:Bicajbonate t 


KC03_cotr3nsp,SS 


&7 


459133 


U40343 


KS.2S656 


cvdtn-dGOPnrfpnt kfnAfM InhfH 


sr^SSpAdap comp sub 


5i7 


404757 






Tbt^bI Exon 


TM»zM2H2 ' 


5.7 


409879 


8E083422 


HS.568S1 


hypotftfilbsl protein M6C2^8 


SS,TM 


5.7 


411219 


AW832917 




gb:QV2-TT0003-161199^13-h08 T 




5.7 


421871 


AK001416 


H3.306122 


□IvcDornlBln svnsntlc 7 


TM,Sterokljdh,SS 


5.7 


434087 


HI 8913 


Ucl 24023 


Hnmo saoiens cDNA FLI14218 fis 




5.7 


416759 


AKD00978 


Hs.79741 


hvDoUietkid OR^tn FUIOI 16 

IfJpvUiwuvoi piviCIII rul IW 1 IV 




5.7 


446562 


BE27ffi86 


Hs.15356 


hypofh6tiC8l prototn FU20254 


hormone, SS.plkB 


5.7 


407117 






nhTn71c07 ftl RtRitAnRnfi nancr 


SS 


5.7 


444855 


BE409261 


Hs.12084 


Tu trfinslallnn filnnnfvttftn fsd 


GTP_EFTU,GTP.EFTU.D3,GTP_ 


5.7 


421543 




Hs 105608 

rid* luwwv 


hvDolheflcal nrolpln FL1MS12 


TM 


5.7 


407757 


68)48414 


Hs 165215 

rid* 1 1 w 


hvDdUietlcal omtebi MGC539S 


SS,EF 1 Gjiomain,GST_C,6ST_ 


5.7 


41912S 


AA5424S2 


Hs. 130881 


B-cfill CLL/I^Ttphoma 1 lA (zinc 


ss' 


5.7 


437141 


BE304917 


Hs!31097 


hypolheScal protein FLJ21478 


SS,TM,Glycos_transL4 


5.7 


408905 


AV655783 


Hs.661 


1 Ol y v« 1 




5.7 


450787 


AB006190 


H3:i5475 


Anuanfirin 7 

CK^vOpwiltl 1 


MIP,SSJM 


5.7 


432496 


D45576 


Hs.187959 


ESTs 




5.7 


429367 


AB007867 


Hs.278311 


plexinBI ' 


Sema,PS!.TI6,SS,TM,TIG.Se 


5.7 


422708 


AB017430 


Hs.1 19324 


kinssin-fiks 4^^ 


kinesin,homeotxsc,SS,TM,7f 


5.7 


417442 


AA199940 


Hs.124039 


ESTs 




5.7 


432751 


AF152099 


HS.27B911 


interleukinUC 


SS 


5.7 


432004 


BE018302 


Hs.2894 


placental growth factor, vsscu 


PDGF.SS 


5,7 


454151 


AA047169 


Hs.154088 


hypothetical protein FL)22756 


SS,TM,Gtycos transf 4 


5.7 


456145 


BE299427 


Hs.21446 


K)AA1 716 protein 


SS.OIX.PDZ.[^P.[}ishevelIe 


5.6 


417677 


NM_016055 Hs.82389 


CGM 18 protein 




S.6 


451558 


NM-0010B9 Hs.26630 


ATP-blnding cassette, sub-famt 


ABC_tran,SRP54,SS,TM.ECH 


5.6 


408795 


AW749126 


Hs.170345 


hypothetical protein FU13710 


honnonejec,zf-C4 


5.6 


407204 


R41933 


Hs.140237 


ESTs. Weakly similar to ALUI.H 


SS,h!stone,histon6 


5.6 


452849 


AF044924 


Hs.30792 


hook2 protein 


bZ!P.S$>VhpC-TSA 


5.6 


439343 


AF086161 


H3.114611 


hypothetical prot^ FU1 1808 




5.6 


459271 


AL045934 




gb:DKFZp434M116_r1 434 (synony 


SS.Pi3_PMJInasB,PI3Ka 


5.6 


401609 






C1 600l614;gi|780l278lemb|CAB91 




5.6 


447827 


U73727 


Hs.19718 


protein tyrosine piiosphalase, 


Yj)hosphatase,fn3.ig,IWAM, 


5.6 


409125 


R17268 


Hs.343567 


8xoi\3l transport of synaptic v 


SS,klnesin,PH,FHA,klnesin 


5.6 


450437 


X13956 


Hs.24998 


hviWh^nrjil nmtnin MHCI [1471 


SS 


5.6 


415514 


ni301 


Hs.138329 


ESTs 


SS.TM 


5.6 


437926 


BE383805 


H&.300816 


small GTP^ndirtg protein 


ss!tm.tpr 


5.6 


406663 


U246B3 




Immtinftfilnhittln hoswmnctnnt 


SS 


5.6 


421678 


AA419008 


Hs.106730 


chromosoine 22 open reading fre 


SS,TM,U8A.Rhombokl,SS.TM 


5.6 


422472 


R59096 


Hs^79939 


mltnrhAndrial carrier homoloa 


mito carr 


5.6 


414918 


A1219207 


Hs72222 


hypothetical protein FU 13459 


SSJU^efhand 


5.6 


434906 


BE410573 


Hs^83636 


Homo sapiens, done IMA6E:4053 


SS,TM,Exo,endoj>hos,BNR>\ 


5.6 


414757 


U46922 


HS77252 


fragile histkline titad gene 


HIT 


5.6 


436014 


AF281134 


Hs^83741 


exosome component Rrp46 


RNasa_PH,RNase_PH_C.SS,TG 


5.6 


421696 


AF035308 


Hs.106890 


Homo sapiens clone 23771 mRNA 




5.6 


408015 


AW135771 


Ks.244349 


6 [dermal differentiation comp 




5.6 


445671 


AI702901 


H3.145582 


ESTs, V^akly similar to F0R4 M 


SS,Tft/l,efhand,afhand 


5.5 


411813 


NM_014931 


H5.72172 


klAAIIIS rvot^ 

IMfVM 1 i%t yivviut 


SS,TM,Yj)hosphalase 


5.5 


425098 


AW2g5349 


Hs.8038 


ESTs 


ss!tm 


5.5 


429720 


M79091 




ob-FST01239 SuhlradBd Hitwoca 




5.5 


453898 


AW003512 


Hs.232770 




SS,TM,[ipoxygenase,PLAT,s 


5.5 




R3910B 


Hs.6777 


CO IS 


S!> TM tis Riilnh ^vmn 


5.5 


423233 


BE048021 


HS.11C67 


EST& Hiahlv similar to T46395 




5.5 




BE258332 


Hs.278362 




SS,n/t,AAA,RibosomalJ^ 


5.5 


408215 


BE6U290 






Ss!sS.TM,HLH.TRIM^CCCH 


5.5 


406244 






Tempi Fwtn 




6.5 


436041 


AI803516 


Hs.2728gi 


hippoceldn-like protein 4 


SS,eIhand.TGF-beta,TGFb_p 


5.5 


422013 


N92696 


Hs.293354 


ESTs 


SS.TM 


5.5 


442451 


AI498080 


Hs.129616 


ESTs 


SS 


5.5 


427859 


AA416856 


Hs.98170 


ESTs 


SS,TM.DUF60,trYpsin,CUB,u 


5.5 


436540 


BE397032 


Hs.14468 


hypothelica] protein MGC14226 


SS.TM 


5.5 


427747 


AW41U25 


Hs.180655 


serine/threonirte kinase 12 


pIdnase,SS,TM,synaptobrev 


5.4 


441456 


A1458911 


Hs.127765 


ESTs 




5.4 


431630 


Nf/L002204 HS.2&5829 


integrtn, alpha 3 (antigen CCM 


integrin_A.FG-GAP,Rhabdj 


5.4 


415976 


R43144 


Hs.21919 


ESTs 


TM 


5.4 


447374 


AF263462 


Hs.18375 


K1AA1319 pratein 


SS,Myosin taQ,M 


&4 


431275 


T56571 


Hs.10041 


ESTs 


SS.HLH 


5.4 


404343 






C700219r:gq505302etgb|AAD388 


SSABC.tran 


5.4 


431461 


BE299571 


Hs^56310 


[Ikeiy ortholog of mouse ZFP28 




5.4 


421779 


AI879159 


Hs.108219 


wingless-type MMTV integratbn 


SS,wnlSS 


5.4 


418676 


Nh^.001327 Hs.167379 


cancer/testis antigen (hfY-ESO- 


SS,TM.zf.C2H2 


5.4 


457310 


W28363 


Hs.239752 


nuclear receptor subfamily 2. 




5.3 


417193 


AI922189 


HS.2B8390 


hypothetical pmteb FLI22795 


SS 


5.3 


432545 


XS2486 


Hs.3041 


uracO-ONA gtycosytase 2 


cydiaSS.cydin 


5.3 


455573 


A1279811 




Homo sapiens, done 1MAGE:3953 




S3 


409164 


AA70863g 




gb:ag90e09/1 Stratagene hNT n 


SS.TM,Kint^H-sign3],lubu 


5.3 


442296 


^^M.007275 Hs.8186 


tung cancer candidate 


SS,TM,G!yoo_hydro_56,Gfyc 


5.3 


436870 


AI275803 


K3.123428 


ESTs 




5.3 



263 



wo 02/102235 



400257 






449S14 


AW970440 


H&23&42 


427336 


NM_005658 


Hs.2134 


414551 


A[815539 


Ks.76394 


447960 


AW954377 


K9L26412 


43060S 


AJ245433 


t^247323 


456849 


AA522394 


Hs.153177 


430513 


AJ012008 


Hs^41586 


424437 


BE244700 


Hs.147049 


427815 


BE072019 


Hs.12851 


417903 


NM_002342 


Hs.1116 


420476 


AW575883 


Hs.136232 


40S9SO 


BE261944 




436325 


AL3g0088 


Hs.7393 


444439 


AI456863 


Hs.143545 


412915 


AW087727 


Ks.74823 


418891 


m 002419 


^.89449 


430323 


U40714 


Hs.239307 


432396 


AW295956 


Hs.11900 


457843 


AW138211 


Hs.128746 


429252 


NM_004658 


Ks.198312 


429225 


BE250337 


Ks.198273 


412104 


AW205197 


Hs.240951 


449750 


H28586 


Hs.32325 


442725 


AI935786 


Hs.131035 


430390 


AB023186 


H3.241161 


421658 


X84048 


Hs.301760 


426928 


AF037062 


Hs.172gi4 


428924 


AI016405 


Hs.98959 


458876 


A)6S0836 


Hs.195347 


402632 






413762 


AW411473 


Ks.848 


413451 


AI907117 


Hs.90535 


456155 


R85162 


Hs717S 


422396 


W21872 


Hs.7907 


413983 


BE348384 


Hs.279134 


447598 


AI799968 


Hs.ig9630 


425858 


AA364923 




440511 


AF132959 


Hs.7236 


452661 


AW449413 


Hs.257152 


412800 


AW950852 


Ks.74598 


446603 


NM_014835 


Hs.15519 


402884 






448680 


AW245890' 


Hs.21753 


431515 


NM_012152 


HS.25B583 


427204 


AA405404 


Hs.215725 


425169 


AW292500 


Hs.128514 


412940 


&E295701 


Hs.819 


440839 


A1142078 


Hs.135562 


443814 


GE281240 


Hs.9857 


434243 


AA628062 


Hs.200358 


435605 


AF151815 


Hs.4973 


417116 


Z43916 


Hs.7634 


403055 






420856 


BE513234 


Hs.205738 


405594 






405334 






419493 


AF001212 


Hs.90744 


413764 


BE162704 




409169 


R}0991 


HS.508B9 


446933 


AL1 37659 


Hs^97214 


409139 


AI681917 


Hs.3321 


456672 


AK0020t6 


Hs, 114727 


420842 


AI083658 


Hs^601 


421909 


NM_013375 


K5.109428 


419667 


AUO77O05 


Hs.92208 


443498 


AJ006973 


Hs.9482 


400933 






456143 


HI 1097 


Hs.61960 


427527 


AIB09057 


Hs.153261 


414265 


BE410411 


Hs.75864 


433933 


Ar754389 




452302 


AF173867 


Hs.28906 


409938 


AWg74648 




400845 






425976 


CT5094 


Hs.334514 


452969 


W92792 


Hs.77575 


413163 


Y00815 


Hs.75216 


434362 


AK001574 


K5.4291 


418572 


Ar751740 


HS.B6172 


440869 


NM.014297 


Hs.7486 


453446 


BE299996 




412159 


AF286S98 


Hs.9271 


438999 


AW276811 





ENSP00000000452:BAD protein (B 
protein predicted by ctone 236 
TNF Feceptor-associated factor 
enoyi Coenzyme A hydmtase, sh 
ring finger fsiitefn 26 
64 protein 

rib^omal protein 828 
G6Cprot^ 

cut(DrtisophiIaHiI;e 1 (CCAAT 
phosphaSdylserine synthase 2 
lymphotoxin beta receptor (TNF 
ESTs 

hexoklnase 1 

hypothetical protein (rom EURO 
hypothetical protein M6C1 1303 
NM.004541:Homo sapiens NADH de 
mttogen-actlvated protein kina 
tyrosyMRNA synthetase 
hypothe&cal protein FU14972 
ESTs 

RAS protein activator I3ce 1 ( 
Target CAT • 

Homo sapfens. Similar to RIKEN 
ESTs 

ESTs, Wealtty^slntilar to CA24 
K1AA0969 protein 
frequenin (DrosophSa) homolog 
relinot dehydrogenase 5 (1 1-ci 
ESTs, Weakly similar to JC5314 
ESTs 

Target Exon 

FK506-binding protein 4 (59X0) 
syntaxin binding protein 2 
ESTs, Weakly similar to AFIsea 
ESTs, Weakly similar to T19486 
ESTs 
ESTs 

gb:EST75602 Pined! gland ilHo 
eNOS interacting protein 
ESTs 

polymerase (DMA directed], del 
oxysterol-bindino proteh-reta 
ENSPO0000164597:PRO0566. 
JM5 protein 

endothelial difiiBrentiation, I 

ESTs 

ESTs 

homeoboxB7 
ESTs 

carbonyl reductase 
ESTs, Moderately similar to At 
hypothetbal protein 
hypolheticat protein FU12287 
K002219*:gl]1 2737280|reflXP_0 
HLa class II region expressed 
NH>021949:Homo sapiens ATPase, 
Target Exon 

proteasome (prosome, macropatn 
gb:PM1-HT0454-301299^01^08 H 
(clone PWHLC2-24) myosin light 
HSPC141 protein 
ESTs. Highly slmflar to IRX1„H 
Homo sap^s. clone M6C:16327, 
hypothetical protein MGC10986 
TATA-bindlfig proteln-Wndlng p 
adisintegrin and metalloprote 
target of miybl (chicken) homo) 
NM_004347:Homo sapiens caspase 
hypothetical protein 
immunoglobulin heavy constant 
endoplasnvc reOcutum glycopio 
Homo sapiens done TCCCIA00164 
glucocorticoid modulatory elem 
gb:EST386752 MAGE resequences. 
NM.0O3105':Homo sapiens sortH 
NG22 protein 

hypothetical protein MGC3136 
protein tyrosine phosphatase, 
gd^ perephersi membrane prot 
p^red related homeobox prctel 
protein expressed In thyroid 
^:600944574F1 NIHXGC.UHomo 
KIAAia71 protein 

gb3cp66c02Jt1 Na_CGAP_Ov39 Ho 



SS,hQmionejeczf-C4 
SS,PX.aff,r[pocaIin,PHD.z 

math.ss.math>^2m_n;^m.nt 

ECKPeptidBSe.U7,SS,TM 
SS,Th4C!iLW.CbLNZCbLN3 
SS,TM,&patch,ubIquitin,a 
SS.TM 

SS,TM,GST_C,8bhydjolase 

CtrT,homeobox,bet»lactama 

SS.TM,7lm_l 

TNFR^c6.SS 

SS.HLH 

SS.TM 

SS.Synapsln.(;SS 
SS.TM,PAFwUU>JI 

SH3,pkinase,pyridoxaLdeC 

DUF101.SS.lRNA<synL1b,tR 

SS 

C2,PH.RasGAP,BTK.SS.C2,PH 

WD40 

SS,TM 

SS,ras 

SS.SS.TM,PX.PH.PLDc,arres 

PH,SS,TM 

efhand 

adh_shortSS,adh_shor1.TG 
SS.Tfc^,lectin_c 

Fz,lu^gle,ig 
FKBP,TPR,SS 
Sec1.SSJI\4 
SS 



SS,TM 

SS.TIW,Peptidase.M10.fn2.h 
SS.TM,MAGE.Ribosomal_S17, 

homeobox,SS.elh3nd,hexoid 

OxyEteroI,BP,SS 

laminlnLNtenn,laminin Nte 

WD40,SS.TM,KOW.HLH 

7lnLl 

SS,SS 

SS 

homeobox, SS,hameobox,home 
SS 

SS.TM 

SS.TM.SS,TM,ABC_tranABC_ 
SS.TM,filamenLIF_iafl 

kazal,SS,TM,lg,pktnase 

E1-E^TPase,Hydrotase,SS 

SS,TM,M1P 

Pa,SS,CDK5„actlvalor 
SS 

SS.TM,ank,EGF,notch.MATH, 
SS,homeot}OX 

SS,PK,PICC.myosfn_he3d.Rh 
SS 

distntegrin,Reproiysin,Pe 

VHS,GAT,TM,Heme_oxygenase 

IC^20.ICEj)10,CARD.SS,l 

SS.pkinase 

SS,TM.Ig 

SS,TM,SS.TM,SH2.Yj)hospha 
SAND.SS 

SSMap_comp_8ub,GYF 

ldLrBcepLa.fn3,ldljece 

SS,TM.pkinase,SH2,SH3,8NR 

(h3,ig,Y_phosphatasa,SS,T 

homeobox 

lactamase_B,SS,XRCC1_N,BR 
bZIP 
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420233 


AA256714 


HS.1948&4 


hypotheses! protein FU22578 


SS 


4.8 


414576 


AK000405 


Hs.76480 


uyqulfii>4ike4 


ubiquiSn,SS.TlUt,G6PD.G6PD 


4.8 


433669 


AL047879 


Hs.80475 


ESTs. WeaWy sfmBar to ALU2_H 


SS.TM.RNAjX)LURasGAP,C2 


4.8 


448384 


AWTSigSS 


Hs.22753 


hypoUteScd protein FU22318 


SS 


4.8 


4^12 


AU>43054 


H5.256657 


ESTs. Wealdy sfmOar to A48302 


SS 


4.8 


418945 


BE246762 


85.89499 


arachUonate ^ipoxyoenase 


lipoxygenase,PlAT,SS 


4.8 


440333 


AI378424 


H&288761 


hypothetical protein FU21749 


SS,1HIP tr^,pkln3se,pk 


4.8 


425615 


AP023614 


H5.158341 


transmembrane acQvator and CA 


TM 


4.8 


458040 


BE280562 


H5^7711 


hypothetical protein FU22692 




4.8 


458367 


AA088470 


H&83135 


Hotk) sapiens, SInilar to RIKEN 


SS.tRN^synt^ 


4.8 


4332S4 


AA582082 


Hs.199410 


ESTs 


4.8 


437671 


AA536047 


Hs,9850 


hypothetical protein MGC1842 




4.8 


425338 


H16716 


Hs.182648 


Honrra sapiens cONA RJ14444 fis 




4.8 


447946 


AI566164 


Hs.165827 


ESTs 


SS,PTN_MK,7tn>_i;DAGKc.DAG 


4.7 


447205 


BE617015 


Hs.11006 


ESTs, Moderately similar to T1 


SS,TM,LARCT,Sema 


4.7 


416880 


K99640 


Hs^687 


EST 




4,7 


440150 


AW975738 


HsJOOl 


Korrto sapiens, done IMAGE:3940 


SS,TM.SS.TM^ptidase_M22 


4.7 


426268 


AFD83420 


Hs.168913 


sertne/lhreontne kinase 24 (St 


pkin3se,f^n£se 


4.7 


429253 


Y11739 


Hs.198313 


wingeiMieftx nude 


FbrK.head,SS.TM.glycolytI 


4.7 


450261 


M788727 


Ks.34068 


ESTs, Weakly similar to A43932 


SS 


4.7 


439246 


AI438072 




membrane-associated tyrosine- 


SS.SS.TM 


4.7 


419120 


BE271922 




ESTs, Weakly similar to zinc f 


SS,TM.OENN,Cyedylyltrans 


4.7 


416487 


AWig0458 


Hs.79347 


KIAA0211 gene product 


SS,zf^H2 


4.7 


413837 


AW163525 




SSn-cap (tejethonin) 


SS.MethyttransL3 


4.7 


419887 


AW292562 


Hs.187628 


ESTs 


■ TM 


4.7 


410277 


R86621 


Hs.26249 


ESTs. Weakly simitar to T2D3_K 


SS.TM,SS 


4.7 


415169 


W42913 


HS78089 


ATPase, vacuolar, 14 kD 


ATP^ynLF.SS,TM.CH.Fitam 


4.7 


410892 


AW809762 


Hs.222056 


Homo saptens cDNA FU 1 1 572 fis 


4.7 


407754 


AA527348 


Hs.288967 


Homo sapiens cONA FU14105 fis 


SS.TM.SS.TM.TSPN.lsp_3,SE 


4.7 


409877 


AW502498 


Hs.15220 


zinc finger protein 106 


4.7 


431629 


AU077025 


Hs.265827 


interferon, elpha^u^e pr 


pkinase,SK2.SH3 


4.7 


438800 


AB037108 


Hs.6418 


seven transmembrane domain orp 


SS.TM 


4.7 


420823 


R96681 


Hs.63609 


Hpall tiny fragments locus 9C 


TM 


4.7 


418900 


BE207357 


Hs.3454 


KIAA1821 protein 


SS 


4.7 


402400 






Target Exon 


SS,TM.RNase Hll.b2IP,0UF2 


4.7 


419625 


U91616 


K5.91640 


nuclear factor of kappa tight 


ank.SS.TM 


4.7 


433319 


AAS83232 




ESTs 


SS 


4.7 


424959 


NM„005781 


Hs.153937 


acthrated p21cdc42H3 kinase 


pklnase,SH3 


4.7 


432750 


NM.014440 


Hs.278910 


interteukln 1, epsilon 


ill 


. 4.7 


425954 


AK000633 


Hs.164476 


hypothetical protein FU20626 


SCAN,zf-C2H2,KRAB,SS,KRAB 


4.7 


447245 


AK001713 


Hs.17860 


hypothetical protein FU10851 


E1 dahydrog 


4,7 


427101 


R87591 


Ks.172884 


ESTs 


ssTtm 


4.6 


447544 


AA401573 


Hs.286284 


hypothetical protein FU22378 


SS.TM 


4.6 


400266 






NM_002858':Homo sapiens ATP-bl 


ABC.tran 


4.6 


412841 


AI751157 


Ks.101395 


hypothetical protein MGC1 1352 


SS,TM 


4.6 


422066 


AW249275 


Hs.343521 


malate dehydrogenase 2, NAD (m 


Idh.Idh Cadh shortSemta 


4.6 


414874 


D26351 


Hs.77515 


inositol 1,4,54riphosphate re 


TM.RYDK.ITPR.ion trans.MI 


4.6 


418373 


AW750770 


Hs.84344 


CGM35 protein 


SS.TM.PMP22LClaudin.20G-F 


4.6 


424487 


T08754 


Hs.6259 


KIAA16g8 protein 


SS.SS.TM,(3yco_hydro_31.G 


4.6 


426571 


AA381642 




gb;EST94816 Activated T-ce!ls 


4.6 


433941 


AA620612 




ESTs 


SS,TM.TNFRjc6 


4.6 


421717 


AF230g24 


Hs.107187 


divalent catkin tolerant pmte 




4.6 


450883 


NM-001348 


Hs.25619 


death-associated protein kinas 


pklnase.GTP_EFTU,EFG_C.6T 


4.6 


427361 


AW7324B0 


Hs.7678 


cellular rePnoic add-binding 


SS,TM,aminotran_1_2.LRR 


4.6 


420421 


AF281133 


Hs.343569 


exosoms component Rrp41 


RNase_PH.RNase_PH_C 


4.6 


414513 


AW239400 


Hs.76297 


G protein-coupled receptor kin 


pkinase.RGS.pkinase CSS. 


4.6 


431498 


AK001777 


Hs.258551 


aspartyl aminopeptidase 


SS.Peptidase.M18,SS,TM,Y. 


4.6 


432593 


AW301003 


Hs.51483 


ESTs. Weakly sln^ to hypoth 


SS,TM.adh_short 


4.6 


404661 






C9000306*^|ll12737280|roflXP_0 




4.6 


412790 


NM_014767 


Hs.74583 


KIAA0275 gene product 


kazfillhyrogtobulin 1,zf> 


4.6 


456243 


AI345001 


Hs.82380 


menage a trots 1 (CAK assembly 


zf-C3KC4 


4.6 


426222 


BE3gi706 


Hs.168073 


DKFZP727M231 protein 


6SK_synthase 


4.6 


439594 


A1245026 


Hs.1 11099 


hypothetical protein M6C10974 


ClP_protease 


4.6 


409114 


AA070021 




gb:zm67h03.r1 Stratagene neuro 




4.6 


429049 


AW452125 


Hs.1 19273 


KIAA0296 gene product 


SS,TM,tryp5ln 


4:6 


424271 


AI991887 


Hs.305882 


5-oxoprolinaso (ATP-hydrolysIn 




4.6 


418741 


K83265 


Hs.8881 


ESTs. Weakly similar to S41044 


SS.TM,pkinase,Acth^_rec 


4.6 


450493 


M93718 


Hs.166373 


nitric oxide synUiase 3 [endot 


fl3Vodoxin,FAO_binding.NO 


4.6 


433074 


AL045019 


Hs.323462 


Homosapens cDNAFUl 1214 fis 


0£AO,heI]case C,dsrm,Vira 


4.6 


444893 


AW249312 


Hs.12109 


WD40 protein Cfaol 


WD40 


4.6 


420508 


AJ270993 


HS.9&428 


homeoboxB6 


homeobQx.SS,homeobox,home 


4.6 


409591 


AA532g63 


Hs.9100 


Homo saptens cDNA FU13100 fis 


SS,TM,UM,homeobox 


4.6 


456181 


L36463 


Hs.1030 


ras inhibitor 


RA.SH2,VPS9.SS.TM,Nucleos 


4.6 


439270 


BE26S278 


Hs.28393 


hypothetical protein MGC2592 


SS,TM,HC03_cotransp 


4.6 


440104 


AA132838 


Hs.239894 


hyfXJthetical protein MGC2803 


SS.OS 


4.5 


423279 


AW959861 


Ks.290943 


ESTs 


SS 


4.5 


445087 


AW893449 


Hs.12303 


suppressor of Ty (Sxerevislae 


S1,SH2,Ribosom3l_L23.pkin 


4.5 


404036 






Target Exon 


SS,TMxadh8iin,cadherin 


4.5 


431832 


AW276866 


Hs.192715 


ESTs 


Ets.SAM.PNT 


4.5 


433866 


AA613596 


Hs^8412 


ESTs 


SS 


4.5 


426735 


T78716 


Hs.120446 


ESTs 


OxysterDLBP.PH 


4.5 


417825 


AW838994 


Hs.6363 


heparan sulfate 60-5ulfotrans 


SS,TM 


4.5 


455600 


BE081053 




gb:QVO.BT0041.27109^7-d09 B 


C4 


4.5 


423858 


AL137326 


Hs.133483 


Homo sapiens mRNA; cONA 0KFZp4 


SS.TM 


4,5 
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4216B0 




n4.£09 1 uo 




ss SSjmul-RanRP rrm 


4.5 


408157 


AA047685 


Hs 62946 


ESTs 


pklnase 


4.5 


434303 


AVV204058 




faansfnmtnn amurfh faHnr hnt 


SS TM.SSF FG-GAP vwa^te 


4.5 


440745 


AW303827 


Hs.143301 


ESTs 




4.5 


419344 


1194905 


Hs^7445 


diacylgiyoerot Idnaso, zeta (1 


ank,OAGKaOAGKcDAGJ>E-U 


4.5 


447208 


BE31S291 


Hs,237971 


hypotheflcal pniteki MGC5627 




4.5 


436163 


R84938 




gb7t65f04j1 Soares rellna N2 




4.5 


456856 


AK001528 


Hs.347285 


Homo sapiens, Sonliar to DtGeo 




4.5 


410817 


At262789 


Hs.93659 


protein (fisuISde tsomersse re 


SS,thk)red 


4.5 


434558 


AW264102 


K139168 


ESTs 


SS,TM,UWCT,U?R 


4.5 


440548 


AL117408 


H3.7274 


OKFZP434P1750 protein 




4.5 


450200 


AW975625 


H3.173088 


ESTs 


zWJBP,zl-C3HC4 


4.5 


432434 


AI.151977 


K3.2g94 


PCTAIRE protein kinase 3 


SS,[^ase 


4.5 


440042 


AI073387 


Hs.133898 


ESTs 


SS 


4.5 


454328 


AW372097 


Ks.278429 


hfioatocetlular carcinoma-assoc 




4.5 


458196 


AI8Q240B 




uhiaioHn m<drfijR ribosnm 


SSLTM-fnlFKBP TPR 


4.5 


433472 


AI541246 


Hs.3343 


rivisohootvcerate dfihvrimoenasa 


2-Hadd_DH,2-Hadd_OH_C.M 


4.5 


406928 


AW295827 


H3.255479 


hypotheScal prot^ MGC5S66 


A_deantinase,A.deaminase 


4.5 


446093 


AW977382 


Ks 15898 


2 4-dtenovl CtA. mAuda&B 2. o 


adlushoftNOK 


4.5 


426272 


AW450671 


Hs.1 89284 


ESTs 




4.5 


453610 


AW368882 


Hs.33618 


RecQ protein-Gke 5 


SS,DEAD.heBcase_(XSS,OEA 


4.5 


441327 


AK001706 


Hs.7778 


hypothetical pn)teln FU10751 


SS,TM.7tm_l 


4.5 


424681 


AA054400 


Hs.1 51705 


K1AA0134 gene product 


heIicase.C,PRK,SS.TM.7tnu 


4.5 


443443 


AI344042 


Hs.9347 


regulator of 6-protein signall 


TM,Na_Pijco trans 


4.5 


4255n 


AW94g856 


Hs.g7165 


ESTs 


SS 


4.5 


412482 


A1499930 


Hs.334885 


mitochondilal GTP tnnding pro! 


SS 


4.4 


42S236 


AW067800 


Ks.155223 


stannlocalcln 2 


St3nroocaIdn,SS 


4.4 


423229 


AC003985 


Hs.1 25532 


protease, serine, 26 


trypsin.SS 


4.4 


412336 


AA151527 


Hs.69485 


hypothetical protein FU 1 2436 


SSJM.TIG.Sema,PSI 


4.4 


419395 


BE2$8328 


Hs.90280 


S-smindniidazole-i^arboxaniide 


A]CARFTJMPCHas,MGS,AICAR 


4.4 


442462 


AFO31405 




gb:AF031405 Soares felat Irver 




4.4 


439975 


AW328081 


Hs.6817 


tnostne triphosphatase (nucleo 


Han1pJke,SS 


4.4 


423876 


BE502835 


Ks.l5463 


Homo sai^ens, done IMAGEi2959 


SS elhand 


4.4 


423220 


6E394920 


Hs.1 25262 


aladin 


WD40,TM,AcOvln_recp,pkin 


4.4 


411574 


BE242842 


Hs.6780 


protein tyrosine kinase 9-Gke 


cofirin_ADF,SS.TM 


4.4 


448947 


8E61S408 


H5.337228 


ESTs, Weakly similar to AXHU a 


SS,TM,ig,pldnase 


4.4 


407755 


AI151353 


Hs.29742 


Homo sapiens serine palmiloyl 


SS,THaminotran_1_2 


4.4 


414849 


AW372721 


Hs.291623 


ESTs, WeaWy sinutar to unname 


TM,pkinase 


4.4 


458171 


A)420016 


Hs.192090 


ESTs 


SS,TM 


4.4 


424443 


AI751281 


Ks.284161 


hypotheiicat protein from EURO 


SS,TM,SS,TM 


4.4 


427002 


AA524093 


Hs.23158 


ESTs 


SS.zf-C2H2 


4.4 


404344 






C7Q02191*:gfI5053028IgblAAD388 


SSABC_tran 


4.4 


427458 


BE208364 


Hs.29283 


ESTs. Weakly similar to LKHU p 


SS,F5 F^_type CEGF.TGT 


4,4 


419764 


BE262S24 


Hs.93183 


vasodtlalor>stimulated phospho 


WH1 " " 


4.4 


446872 


X97056 


Hs.1 6362 


pyrimidinergic receptor P2Y, G 


7tm_1.SS.TM 


4.4 


435615 


Y15065 


Hs.4975 


potassium voltage^ated channe 


k)n„trans,KCNQ1 channel 


4.4 


403945 






Target Exon 




4.3 


435593 


R88872 


Hs.4964 


OKFZP586J1 624 protein 


Herpes_HEPA.SS 


4.3 


421899 


AJ011895 


Hs.109281 


Nef-assodated factor 1 


Vtnis_KS,b2IP,G-g amma,Myo 


4.3 


425245 


AI751766 


KS.15S314 


KIAA0C@5 gene product 


SSJM 


4.3 


423348 


AA324667 




gb:EST27556 Cerrfjsllum II Homo 


SS,TM 


4.3 


452105 


AA022838 


Hs.6570 


ESTs, Weakly similar to SI 0889 


SS,TM,TBCrnn 


4.3 


431934 


A6031481 


Hs.272214 


STG pfOteTn 


SS 


4.3 


429493 


AA453809 


Hs.99350 


ESTs 




4.3 


453485 


BE620712 


Hs.33026 


hypofheHcal protein PP2447 


SS.TM 


4.3 


459393 


8E409263 


Hs.l 93264 


hypothetical protein MGC3234 




4I3 


405364 






ENSP00000239138*:GuanIne nude 




4.3 


428345 


AI242431 


HS.11B282 


PAP-1 bhding protein 


SS.TM 


4.3 


435327 


8E301871 


Hs.4867 


manrwsyl (a]pha-1,3-}*g)yoopro 


SS,Hl>l,Myc_N_tenn,Myo-lZ 


4.3 


413053 


AV^U63 


Hs.65377 


ESTs, Moderately similar to Kl 


T^^SS.TM,EFjis,UBA,transm 


4.3 


409383 


D50922 


Hs,57729 


Kelch-tike ECH-^odated prot 


BT8,KeIch,SSJM 


4.3 


409936 


AK001691 


Ks.57655 


hypothetical protein RJ10829 


SS.TM 


4.3 


421592 


AF009801 


Hs.1 05941 


bagpipe homeobox (Orosophila) 


honteoboXtSS 


4.3 


424251 


AA677466 


Hs.143696 


coacthrator-assodated arginin 


SS,SNF2_N,heric3se_C4Kom 


4.3 


414788 


X78342 


Hs,77313 


cycf&vdepenifent kinase (C0C2- 


pidnase 


4.3 


432805 


Xg4630 


Hs.3107 


OD97 antigen 


SS,TM,7tnL2.GPS.EGF,SS,TM 


4.3 


424927 


AW973666 


Hs 153850 


hvoothelical orotein C321D2.4 


SSJM 


4.3 


456863 


T16837 


Hs.4241 


ESTs 


fiKlan ah/ hcvnaflhoiLTM 


4.3 


417823 


R88869 


Hs]l02447 


TSC-224ike 


PWWP 


4.3 


406621 


X57809 


Hs 181125 

rut. toil c*j 


imrnunogtobulin lambda locus 


SS 


4.3 


431493 


AI791493 


Hs.1 29873 


ESTs, novel cytochrome P450 


SS^50,SS 


4.3 


412958 


BE391579 


HsJ5087 


Fas^thfated serine^reonlne 


SS,pldnase 


4.3 


431658 


BE409917 


Hs!266935 


tRNA setenocysteine assodated 


rm,SS,RCC1 


4!3 


419579 


W49529 


Hs.296200 


hypothetical protein AR)53356_ 


MSP_domain.SS,TM,aJB.NTR 


4.3 


410076 


T053S7 


HsJ991 


ESTs 


SS 


4.2 


406773 


AA812424 


Hs!76067 


heat8hod(27kOprotdn1 


HSP20,SS 


4!2 


424709 


AL137589 


Hs.152149 


hypothetcal protein OKFZp434K 




4.2 


418419 


X55039 


Hs.85004 


centromere proton B (SOkO) 


CENP^.HTK.5 


4.2 


447377 


X77343 


Hs.334334 


transcrtptkjn factor AP-2 slph 


TFJtf».2,TFJtf>-2 


4.2 


416931 


D45371 


Hs.80465 


adipose most abundant gene tra 


C1q,CotlageaSS 


4.2 


411674 


AW861123 




gb:RC3^0297-12020OO14^05 C 


SS 


4.2 


419073 


AW372170 


Hs.183918 


Homo sapiens cONA FU12797 fis 


SS,lg,tsp_1,2U5.SS.THNuc 


4.2 


406867 


AA157857 


Ks.182265 


keratin 19 


faamenibZlP,SS,fil3ment 


4.2 


432183 


AW151952 


fe45679 


bypoIheOcal protein FU20739 


SS 

266 


4.2 
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418910 


ZK821 


Hs.69456 


Homo saptens, SmSar to dodsc 


ECH.SS,Tl^lanilnotran_3,ABC 


4.2 


437300 


AL040504 


Hs.25063 


PRO0461 {JTOteln 


SS,TM.pkinase.cycnn.F-bo 


4.2 


426615 


AA400678 


HS.&473 


gbauTOalljl Soares_testis„NH 




4.2 


421453 


AA234652 


Hs.104555 


neuitipef^da FF'Sirida peptide 


SS,bZIP,zK2H2»bZIP,zM: 


4.2 


409S16 


AA076248 




9bzm18cl0/l Sfrals^id paicf 




4.2 


444744 


BE394732 


Hs.1 47562 


ESTs 


SS 


4.2 


412575 


AA1 13177 




gb2in29e05.sl Stratagsne pancr 


TM,ERJumenjecept 


4.2 


429542 


AF0386&0 


Ks.206713 


U0P-Gat±8taGlcNAc beta 1 ,4- g 


GaladosyLT_^ig.SS,TM^ 


4.2 


435995 


8E260415 


Hs.348198 


hypolhelica] protein FIJ20262 




4.2 


4515B5 


AK001171 


Hs^26422 


hypolheScal protein MGC4549 


SS,Meta)tophos 


4.2 


456153 


AW972270 


Hs.144054 


ESTs 


SS.TM 


4.2 


455340 


AW901435 




gb:RC(KNN1012-27030(M)3t-a10 N 




4.2 


457268 


AW272279 




ESTs, Moderately similar to AL 




4.2 


43(2311 


BE033080 


Hs^74323 


similar to slalyttransferase 7 


G!yco.transL29 


4.2 


409656 


NM.005133 


Hs.288626 


RCEl, prenyt protem protease 


AblSS.CPSaseXdiain.HMG 


4.2 


424919 


BE314461 


Hs.153768 


U3 snoRNP-asscdated SSMOa pr 


WD40.SS,KHKlomain 


4.2 


416528 


K65052 


Hs.337621 


ESTs 




4.2 


415137 


A)634834 


Hs.72451 


' Homo sapiens PAC done RP5-1 08 




4.2 


417334 


AA337572 


Hs.157240 


hypothettcal protein MGC4737 


SS,TM,lon_tran3 


4.2 


451920 


A)^4483 


Hs.27239 


DKFZP58Q<0524 protein 


SS,TM.SS,TM 


4.2 


413049 


NM-002151 


Ks.823 


hepsin (^smembrane protease 


tjypsin.SS,TMATPlGl_PU^_ 


4.2 


45B988 


AW410431 


Hs.283670 


Ca-119 protein 




4.2 


406964 


M21305 




FGENES predicted novel secrete 




4.2 


451595 


AW365569 


Hs.209g8 


ESTs 


SS,WD40 


4,2 


449728 


AI820751 


Hs.107635 


ESTs 


SS 


4.1 


453245 


T99801 


Hs.339751 


ESTs 


TM,ABC_tran 


4.1 


43223B 


AL1 33057 


Hs,274135 


Homo sapiens mRNA; cONA DKFZp4 


WD40,U^R 


4.1 


430037 


BE409649 


Hs.227789 


n^togen-activated protein Idna 


pUnase 


4.1 


442196 


AI902646 


Hs.31844 


hypothetical protein FLJ125B6 


SS,SCAN 


4.1 


425251 


Z22521 


Hs.155342 


protein kinase C, delta 


pkinase,DAG_PE-blnd,pklna 


4.1 


415014 


AW954064 


Hs.24951 


ESTs 




4,1 


440088 


BE559877 


Hs.183232 


hypothetical protein FU2263B 


SS.zf^HC4,SPRY,zf-B_box 


4.1 


418837 


U4a263 


Hs.89040 


prepronociceptin 


Opiods neuropep.SS 


4.1 


410239 


A1568350 


Hs.61273 


hypothetical protein MGC2650 


SS/RT,TM 


4.1 


446975 


BE246446 


Hs.16695 


ubiquitin-activating enzyme El 


ThiF.UBACT 


4.1 


453968 


AA847843 


Hs.62711 


High rrvobili^ gnwp (nonhiston 


SS.HMG_box 


4.1 


448241 


AW811064 




gb:MIU-ST0131.211099408<06 S 


SS 


4.1 


441455 


AJ27167t 


Ks.7854 


zinc^n regulated transporte 


Zip.SS,TM.Cytidylytlransf 


4.1 


450848 


AI677994 


Hs.426 


ftns-related tyrosine kinase 3 


flt3Jig.SS.Ribosomal_L13 


4.1 


429218 


AA225065 


Hs.198269 


Target CAT 


SS,Nop 


4,1 


425437 


AK000482 


Hs.181760 


hypothetical protein FU20241 




4.1 


406613 






Target Exon 


SS.pklnase.LRR,UWCT.Ribo 


4,1 


431239 


AL039971 


Hs.251216 


hypothetical protein DKFZp434A 


ank,WH2 


4.1 


436057 


AJ004832 


Hs.5038 


neuFop^y target esterase 


cNMP_bindlng,SS.TM/:NMP_b 


4.1 


415193 


AL048891 


Ks.12185 


hypothetical protein MGC14333 


SS,TM.aminotran_l_2.LRR 


4,1 


424619 


BE3872a2 


Hs.207443 


hypothetical protein MGC10&48 




4.1 


432968 


8E614192 


Hs.27g869 


melanoma-assoctaled antigen re 


SS,TM,RGS.DIX 


4,1 


428156 


BE269388 


Hs.182698 


mitochondrial ribosomal protsi 


SS 


4.1 


414084 


AW168771 


Hs.71574 


hypothetical protein FU 14926 


SS.P5CR.EF1BD 


4,1 


424964 


AW161271 


Hs.153961 


ARP1 (actin-related protein 1. 


BCttn,SS 


4.1 


431410 


AW299534 


Hs.105739 


ESTs 




4.1 


435968 


AW161481 


Hs.111577 


integral membrane protein 3 


TM 


4.1 


432351 


AI270313 


Hs.1 27762 


hypothetical protein MGCl 2982 




4.1 


426120 


AA325243 


Hs.1 66887 


oo[dnel 


C2,SS.aminotran.5 


4.1 


416877 


BE386266 


Hs.85658 


hypothettcal protein FLJ23436 




4.1 


42S970 


AK001500 


Hs.1 651 86 


hypothelica) protein FU 13852 


SS.P5CR.E[timer3se.if-C2H2 


4.1 


434848 


BE2S6304 


Hs.32148 


Ai>415 protein 


SS.TM.SS,TM,UlR.P,Peplida 


4.1 


456715 


AK000973 


Hs.1 6725 


hypotheOcai protein FLl 101 1 1 


IBR.2f-C3HC4,SS.TM.lRF,CK 


4.1 


435851 


AA700946 




ESTs 




4.1 


425538 


BE270918 


Hs.164026 


Womo sapiens, done IMAGE:3534 


SS,SNF?_N,hencase,C,brom 


4.1 


444416 


AW2B8085 


Hs.1 1156 


hypothetteal protein 


zf-C3HC4,SpoA.PHD,TM,syna 


4.0 


426831 


8E2g6216 


Hs.1 72673 


S-adenosythomocysl^e hydrota 


AdoHcyase,SS 


4.0 


444596 


BE560662 


Hs.1 1417 


Rab acceptor 1 (prenytaled) 


SS,TM,ligjchanANFjecept 


4.0 


439665 


AW956781 


Hs.293937 


ESTs, WeaMy simiiar to FXD2J1 


SS,PWWP.TSC22 


4.0 


447402 


H54520 


Hs.18490 


hypodieGcal (ffolein FU20452 


SS,TM 


4.0 


450184 


W31098 


Hs.237617 


Homo sapiens, done IMAGE:3447 


SS 


4.0 


426068 


AR)29778 


Hs.1 661 54 


Jagged 2 


DSlHEGF,vwcgranuIin,SS,T 


4.0 


4S92SS 


A(493244 


Hs.239500 


hypothefica! protein MGC131 14 


SS 


4.0 


403182 






Target Exon 


SS 


4.0 


432078 


BE314877 


Hs.24553 


hypothetical protein FU12541 


SS,TM 


4.0 


459167 


BE504370 




ESTs, Weakly sln^ to CA13.H 


SS 


4.0 


452747 


BE1 53855 


Hs,61460 


Ig superfamily receptor lillR 


SS.TM,ig,HLH 


4.0 


444633 


AF1 11713 


Hs!28621d 


junctional adhesion molecule 1 


lg.SS,TM.Hm 


4,0 


434171 


Be247688 


Hs.347349 


KIAA094a protein 




4.0 


422155 


AW249152 




sirtuln (silent mating type In 


SIR2,Hiil.Myc_N_tenn.Myc4. 


4.0 


433262 


AI571225 


Ks.284171 


KIAA1535 protein 


SS.TMjNMP_binding,lon_lr 


4.0 


442599 


AF078037 


HS324051 


RelA-assodated inhibitor 


SH3,8nk.SS.TM,HHHi9 


4.0 


452500 


AW373011 


Hs.54558 


hypoIheScal protein FU22222 




4.0 


437563 


A1217204 


Hs.144968 


ESTs 




4.0 


432234 


AA531128 


Hs.1 15803 


ESTs 


SS 


4.0 


433135 


AA443873 


Hs.110477 


doRchyl-phasphate mannosyttra 




4.0 


447495 


AW401864 


Hs.ia720 


programmed celi death 8 (apopt 


pyrjedox.SS.Et8 


4.0 


452857 


BE072814 


Hs.2S85ig 


ESTs. Moderately simQar to S6 


SS 


4.0 


427834 


AAS06101 


Hs.285813 


hypothetical protein FL)11807 


SSJM 


4.0 
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418363 


BE304571 


Hs.89529 


flJdo4;eto reductase Uy 1, 


idoJieUed 


4,0 


437340 


AL353935 


Hs.135917 


hypothetical protsb DKFZp7610 


TBC,liZIP.WD40,WD40 


4.0 


455928 


BE170313 




Ob:aV44{T053S^0500.19^02 H 


SS 


4.0 


400607 






Target Exon 


SSMneotm 


4.0 


424825 


AF207069 


Hs.153357 


procOQageivtystne, 2K)Kogtuta 


20&FelLOxy,QycosLtrans 


4.0 


438143 


BE500381 


Hs.269652 


ESTs 




4.0 


433173 


Z3S093 


HS3196 


suTfeill 


SURF1.SS.TM,SURF1,SURF4 


4.0 


412550 


R52452 


Hs.26370 


gb:yg80g07 j1 Soares Intant bt 




4.0 



TABI£23B: 

Pkey: Unique Eos prot)eselKlentifternumt}er 
CAT number Gene cluster numtter 
Accession: Genbank accession nunto 



CAT Number Acoessfon 

10478 J BE614290 AA307674 N35629 AA33e538 AI193603 AA781096 AI680061 AI613258 AW276647 BE221263 A1348910 AI985031 AI090078 AI359617 
AA566391 AI160210 AI446461 AI355345 A1343638 AI343S40 A1275091 M78746 AW262795 AW250002 AA503756 AI93451 9 AW272086 N26520 
AA526639 

BE141732 U75823 BE141331 AW178416 AW178430 BE141343 BE141298 BE141702 BE141285 
AA070021 AA126205AA0B2771 AA102169AA083530 AA082183 AA11S915AA085147 AA125905 AA063336 AAa79206 
AA70G639 AA064707 AL036920 AtSSISSS 
AA07624d AA1209S8 AA122t52 AA076249 
AWg74648AA652153AA649671 AA078582 

BE261944AA715461AA318136AA134972AA319849W04622At291655AW879092AA130778 BE314003AA908246 AW960808 AA385346 
AA205977 C02043 AA135057 AA078870 AA377395 AA318795 AA31878S AA319160 BE000960 AW370250 AW370244 TB5930 AA759250 
AI567&82 AA932839 A!056^ 
AA1 99830 A1143895 AW961629 AA322482 
AW832917 AW83291 3 AWB32906 AW832788 AW832915 AW832776 

AW861123 AW861 125 AW856717 AW861116 AW856706 AW856788 AW856774 AW856787 AW856760 AW856782 AW856789 AW856772 
AW856784 AW856786 AW856776 AW856635 AW856767 
R06185 AW8gi805 AW901B32 AW901895 
T71071AW902279AW897608 
AA1 1 31 77 AVV89451 5 AA1 1 3847 

BE145961 BE146780 BE146788 BE146967 aE146774 BEUKSS BE146907 
BE260120BE148538 

BE162704 BE162705 BE162732 BE162702 BE1B2694 

AW1 63525 AW163255 AW163385 AI929359 BE279279 AA132590 AW1 57329 AA584408 AW1 57252 A1692198 AW003514 T24436 AI765658 
AW157459 AI810740 AI6S9582 AI969924 A1929284 AI340993 AI349083 AW299522 AW664650 AW29951 3 AA1 32529 AI340991 AI91 2836 
AI341293AI650609AA279 
BE294877 BE294759 
060945 061346 081568 080539 

BE271922N54771 AA234233AA471354BE171081 AA253482 AA470113 AA824327H24470AW504757 N51688AI400700 AA57B548AA714130 
AA509917 AW780349 AW664465 AW467553 AW571643 AA469943 AW474826 AA767165 AA326817 AA593859 AW952245 AW341739 AA8Q5093 
AA779455AW0t6655 

422155 21235J AW249152 AW249153 BE298958 AW192872 AF095714 R0S553 AF083107 AF160214 NH^012237 BE258447 8E253088 AA297721 H68948 

W39153 AA070372 H14246 A1J379367 R24561 AW403997 AA297034 AA297092 F1 1 858 AI372597 AA297787 Z42780 AA297072 T81 280 T83544 
AA297053H26063AA26 
AA3246B7 AA325155 AW962038 
AA364923 AW963483 BE182774 C21461 
AA381642 AA381 664 AW963560 AW94g848 AA381 728 AA381608 
AI2B7876AI804160AA400787 
AW679141 AA421 182 AI734104 AI733923 AA430600 
M79091 AA773950 AA586573 AA457225 

AW968343 AA468507 AI478223 AW513008 AI762122 At554512 AA862&42 AA468g76 
AI222989 AA806S60 AA50483g AA805261 
AA5a3232AA60171S 

A)754389 AW295190 At056058 AI056059 At853364 A186335S AW131720 A1674922 AI943042 Atgg0060 A!623178 AW4694g7 AA620354 
AA620612 AA994383 AA994990 
AW204058 AI424379 AI669663 AA62g077 AW6t3033 

AI363410 AI35601 9 H00141 T78748 AU}49365 ALj07991 1 AI750972 Z42602 AW452523 AI223826 AA21 5407 AI633829 AA292122 N42783 
AVre05595AF086096 N90340 N63271 AA131836 AW607273AA527132 T32315AA42196t T34951 AW9660B0 1^8807 N31947AA521151 
AA278886AA044784AA700 
AA812046 AW974514 AA764999 AA6493D2 
AA700946 AA702712 AA947620 

R84938 AL047151 AA310309 AW063200 AI569523 A1307823 ^M9975 
AL117488AU}44479 
AW276811 AA82905O AA829190 

AJ498072 AW2S1083 AA985226 AA852987 AI392809 AA206609 AW190187 AA555262 AF086057 F35814 AW516382 AA377885 N50847 F27148 
AA731188AA417728AI0D3145 
6E561883BE560815BE562102 
AF031405 H73415 
AW806&59 AWe06852 AF049582 

BE246743 AM38942 AW024744 AW242177 AA975476 AW3851 85 R07536 R73452 AV654529 T57442 AI399986 RS0073 R48743 AI769589 
At863005 AA31780S A167e000 AW189983 AI986207 AW471273 R73463 AI335104 AI590161 A!4692S7 Aig54604 H21954 T25141 AA8S6793 
R50074AI708253A12 

AK001822 AW850325 AA335296 AWg55531 AW130957 AW193951 AI347975AW081323AW662527 Ai343924 AI380749AA938153 T66966 
AI655000 AW418837 AI380485 AA410698 AI520726 BE501 355 AI637925 AW779200 Ai524755 AW593995 AI336927 AI336g28 AI3S7036 R60592 
H19058R11124T1 

4471 28 70934 J A1271898 BE048502 AI452509 AI244810 X84721 AI858001 AI553937 AA143853 H0071 9 AI765259 AW973696 F25787 F35749 AI568815 
AW015380 AAS54539 C0020t AA961610 AW059537 R77127 
7561 81.1 AW81 1C64 AW81 1 160 AI478413 

79225J AI471630 BE540637 BE265481 AW407710 8E513882 BE546739 AA053597 BEt40503 BE21B514 AW956702 Ai656234 A1636283 AI567265 
AW340858 BE207794 AA053085 R59173 AA292343 AA454908 AA293504 AI659741 AI927478 AA399460 AI760441 AA34641 6 BE047245 
AA730380AA3.94063AA454 
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408215 



408294 
409114 
409164 
409616 



410445 
411219 
411674 

412091 
412173 
412575 
413534 
413554 
413764 
413837 



414413. 

415126 

419120 



423348 
425858 
426571 
427326 
428092 
429720 
430168 
431424 
433319 
433933 
433941 
434303 
434743 



4347S6 
435851 
-436163 
437215 
438999 
439246 

440317 
442462 
442472 
445625 



445631 



448241 
448993 



1050553.1 
110088 1 
110421 1 
114348 J 
116091J 
116270_1 



120374_2 
1236055 1 
1253746.1 

1276564.1 
1280870.1 
130769_1 
1375357 1 
1376722.1 
1387163^1 
139363.1 



1443696.1 
1523506.1 
182026.1 



227276.1 
257265.1 
269283.1 
277229.1 
285920.1 
308153.1 
313927.1 
333110.1 
363095.1 
377703.1 
377883.1 
383224 1 
3925.1 



393400.1 
411522_1 
41515.6 
43473.1 
457686.1 
47021.3 

49187.1 
543232.1 
543371.1 
64558.1 



6457.1 
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453446 


967533 1 


BE299996 BE2971 IS BE270415 BE2952U BE296526 


454682 


1228976.1 


AW816029AW813292AW816156AW813333AW816159AW613302AW813344AW813172 


455035 


1249762.1 


AW851734AVV8S1676AW851633AVV851713AW851722AVV851616AVV851731AVV85161^ 


455340 


1283604 1 


AW901435BE094527 


455557 


1325974.1 


AW99S839AW935907 


455600 


1335877.1 


BQ)61053 BE008959 6E008957 BE091616 


455885 


1380385.1 


6E153524BE153576BE153583 


455928 


1383899.1 


8E170313BE158339BE158290 


456573 


201205J 


AI279811AI301071 A)214696A}279813AA586460AA287256BE171665 


457268 


310453.1 


AWZ72279AA461S42AA460615 


457978 


448900.1 


AA77G638BE439540 


456196 


503719.1 


AI802408 AA907424 AI279233 A)302762 N33153 BE045678 AI663332 AW173558 A1302328 Z20793 025594 6E326823 


459167 


92053.1 


8E504370 AI243453 A1809556 A)702878 AI702163 A)300626 AW072219 AI369492 A1349587 AW779061 W781 49 AA0S5693 AA9741 62 AI394380 






AIBSOOgS AW0548S7 AI870008 AW207658 AW665508 AW300595 A11929g2 AW626019 AI274365 AAg06922 N92547 AW054727 AW206667 






AW136707AW13761 


459271 


969257.1 


AL045934AL039532 H55631 



TABLE 23C: 

Pkey: Unique number corresponding to an Eos probeset 

Rsf: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl] numbers. Dunttam L et al.' refers to the publication entitled The ONA sequence of 

human chroirosome 22* Dunham, et al. (1999) Nature 402:489495 
Strand: Indicates DMA strand from which exons were predicted 
NtjxjsiSon: Indicates nucleotide positions of precficted exons 



PIcey 


Ref 


Strand 


NLposition 


400460 ■ 


8389428 


Rus 


35559^295 


400607 


9887666 


Plus 


31124159 


400833 


8705148 


Minus 


187599-188138 


400845 


9188605 


Plus 


34428-34612 


400923 


7637836 


Minus 


94518-94659 


400933 


7651935 


mus 


105330-105503 


401210 


7712287 


Plus 


168969-167133.169760-169877,171563-171733 


401264 


9797154 


Plus 


130810-130927.133367-133504 


401278 


9799936 


Phis 


98428-98573 


401609 


7705041 


Minus 


9877-11997 


401674 


7689903 


Plus 


138786-138927,139157-139298.139440-139599.139960-140159 


401724 


7656694 


Phis 


150063.150241 


402197 


8576113 


Plus 


199466-199585 


402365 


9454515 


Minus 


70928-71185 


402393 


9929688 


Plus 


19813-20084.20163-20263 


402400 


9945145 


Minus 


80123-60322 


402632 


9931268 


Plus 


101166-101419 


402864 


9926552 


Plus 


4798048191 


402916 


7406502 


Minus 


361474,541-687 


403055 


8748904 


Nta 


109532-110225 


403128 


7331426 


Rus 


122884-123018.123134-123283.123372-123695,123779-123940,124059-124256 


403182 


9838273 


Plus 


102163-102345.102545-102725 


403938 


7711795 


Plus 


4863648822 


403945 


7711869 


h^us 


3214W2263 


404036 


8567760 


h^us 


65247-67529.112537.114853 


404333 


9802821 


Minus 


137948-138024.138111-138300 


404343 


9838093 


Rus 


122664-122931 


404344 


9838093 


Plus 


127865-128384 


404365 


9964977 


Plus 


50151^19,50859.51098 


404661 


9797073 


Rus 


33374-33675,3376M400B 


404757 


7706327 


Rus 


100933-101083,101580-101782 


404807 


4165210 


Minus 


124246-124422 


405334 


3135285 


Rus 


139386-139856 


405346 


2981263 


Plus 


101982-102171 


405364 


2281075 


Minus 


4832548491.4913649252 


405371 


2078469 


Minus 


4765747766,4846148596 


405594 


6960456 


Rus 


161626-161734.162823-163014.164439.164652 


405928 


7717155 


Minus 


292^209 


406230 


4760409 


Pbis 


71716-72515 


406244 


7417725 


Rus 


39422-39595 


408301 


6575866 


Rus 


57291-57494 


406487 


7711306 


Rus 


82039.82902 


406495 


7711328 


Minus 


174661-174978 


406613 


2957168 


Ptus 


5029-5147 



Table 24A lists about 1 1 7 genes down.regulated in ovarian cancer compared to non-maltgnant adult ovaries. These were selected as for Table 23A, except that the numerator 
was set to the 75lh percentile amongst various non-n^gnant ovaiy spedmens, the denominator was set to the 96(h percentile value amongst varbus ovarian cancers, the 
numerator was greater than or equal to 75 units, and the ratio was greater than or equal to 2.0 (I-G-. 2-(bld downregulation In tumor vs. normal ovaries). 

TABl£24A: 

Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number. Genbanli accession number 

UGIO: UnlGene number 

Title: UniGene gene title 

Protein Donv: Predicted protein domain 

R1: Ratio of normal ovaries to tumor 



269 



wo 02/102235 



PCTAJS02/19297 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Pkey 


£x.Accn 


UG 10 


Tifla 


Protein Dom. 


Rl 


428232 


BE272452 


Hs.183109 


monoan^ (Uddsse A 


Amino_oxld3se.pyr_redox.F 


16.9 


433563 


AI732537 


Hs.277901 


ESTs 


SS 


10.8 


444931 


AV652066 




general transcription factor 1 


SS.GIyptcan 


8.7 


451573 


AW130351 




ESTs 


SS 


as 


429570 ■ 


BE2422S6 


Hs.2441 


KlAA0022gene product 


tectin.cSS.TM 


7.9 


453510 


A1699482 


Hs.42151 


ESTs 


SS 


7.5 


410295 


AA741357 




nidogen (enactin) 


SS.EGFJdLrecepLb,thyro 


6.9 


438549 


86336801 


Ks.2185e 


trinudeoQde repe^ containin 


SS.serpin.SS.WD40.FYVE 


6.5 


407969 


AA046217 


Hs.105370 


ESTs 


SS,Pep_M1 28 jropep.Reprol 


6.2 


414541 


BE293116 


Hs.76392 


aldehyde dehydrogenase 1 famfl 


aldedh 


6.0 


448438 


BE613081 


Hs^4654 


Homo sapiens cDNAFU 11640 fis 




5.7 


441422 


R43777 


Hs.21364 


ESTs 


SS.TM 


5.1 


413391 


A1223326 


Hs.75335 


gtydneam!dtnotransfer3se(L- ' 


Amidinotransf 


3.9 


428022 


Z39686 


Hs.27865 


ESTs 


SS 


3.6 


423044 


AA320329 


Hs.97266 


protocadherin 18 


adh^hcHCV_NS4a.TM.adh_ 


3.6 


416039 


AA376g89 


Hs.78989 


alcohol dehydrogenase 5 (dass 


3.5 


452854 


AA437061 


Hs.14060 


prokinetictn 1 precursor 


SS 


3.4 


436772 


AW975688 




metallothionein IE (functional 


SS,TM.7tm.2,HRM 


3.2 


415162 


AF035718 


Hs.78061 


transcription factor 21 


HLH 


3.2 


427794 


AA709186 


Hs.99070 


ESTs 


SS 


3.1 


433072 


At928037 


Hs.158832 


ESTs 


SS 


3.1 


418316 


U47732 


Ks.84072 


transmemtvane 4 superfamily me 


Uansmembrane4 


Z9 


410059 


NhL007038 Hs.58324 


a dislntegrtn-tike and metaDo 


Reprolysin,lsp_1.Pep_M12B 


19 


431933 


AI187057 


Hs.132554 


ESTs,^ 


Tf*rt.SS,TM 


^9 


420303 


AA258282 


K3.276436 


KiAAl474 protein 




2.8 


438780 


M&4938 




gbiHomo sapiens rettnolc acid- 




2.8 


427661 


AA410292 


Hs.104761 


ESTs 


SS,vmt 


2.8 


437342 


AW903297 


Hs.238438 


hypothetical protein DKFZp761K 


Sec7.PH 


Z8 


453826 


AW970960 


Hs.293821 


ESTs 


SS,Pep_M12Bj)ropep,Reprol 


2.7 


418444 


Aig02899 . 


HS.8S155 


iMrtyrate response factor 1 (EG 


if.CCCH,SS 


2.7 


453767 


AB011792 


HS.3S094 


extracellular matrix protein 2 


vwc.LRR,SS,LRR 


2.7 


413624 


BE177019 


Hs.75445 


SPARC4ike 1 (mast9. hevin) 


kazal.SSMal 


2.7 


413305 


NM_000425 Hs,323511 


Homo sapiens cDNA: FU23176 fi 


laminln.B.laminin.EGFjam 


Z7 


414504 


AW069181 


Hs.115175 


sterHe-alpha moHf and leucin 


SS,pkInase.SAM 


2.7 


439897 


NM_015310 Hs.6763 


KIAA0942 protein 


Sec7,PH 


2.7 


421539 


NM 012082 Hs.106309 


Friend of GATA2 


SS 


2.7 


442493 


U54617 


Hs.8364 


Homo sapiens pyruvate dehydrog 


HATPase_c,HATPasajC 


2.6 


410494 


M36564 


Hs.64016 . 


protein S (alpha) 


EGF,laminin_6,gla 


ZB 


452958 


AAa83929 


Hs.40527 


ESTs 


SS 


2.6 


449846 


AW205607 


Hs.253499 


ESTs 


SS 


2.5 


435519 


A1218950 


Hs.125461 


hypothelica! protein FU1 1539 


SS 


2.5 


433690 


AI373949 


Hs^79610 


hypothetical protein FU10493 


SS 


2.5 


424319 


AW961026 


Hs.96752 


ESTs, Weakly simflar to ALU8_H 




2.5 


420174 


AI824144 


Hs.199749 


ESTs 




15 


421709 


AA159394 


Hs.107056 


CED-6 protein 


PID.Herpes.UL6 


lA 


417622 


AW298163 


Hs,82318 


WAS protein family, member 3 


WH2 


2.4 


453655 


AW960427 


Hs.342874 


transforming growth factor, be 


SS.TM.zonaj)eIlucida 


2.4 


408468 


A/909712 




phosphalfdyiinosito) transfer 


^ SS,PX,PH.PLDc,PH,PLDc,PX 


2.4 


400829 






C11000244:giI11055030|TeflNP_0 


SS.THSS,TFIlD_30kD 


2.3 


453125 


AW779544 


Hs.1 15497 


hypothetical protein FU22655 


ras 


Z3 


437862 


AW978107 


H3.5884 


Homo sapiens mRNA; cDNA DKFZp5 


HLH 


2.3 


425462 


At491852 


Hs.46783 


Honra sapiens cONA: FU22382 fi 




2.3 


417094 


NWL006895 Hs.81182 


histamine N-methyttransferase 


Acyt-CoA^dh 


2.3 


403247 






Target Exon 




IZ 


441916 


AA993571 




ESTs 




IZ 


422746 


NM.004484 Hs.119851 


g)ypican3 


Glypic3n,SS 


2.3 


416777 


AF146760 


Hs.79844 


DKFZP564M1416 protein 


SS,GTP_CDC.SS 


IZ 


409403 


AA66B224 


Hs.6634 


Homo sapiens cDNA: FU22547 fi 


SSJM 


IZ 


418956 


AA234831 




K1AA0788 protein 


SS 


2.3 


410073 


AW408163 


Hs,S8488 


catenln (cadheiin-sssocisled p 


Vincurtn,Stalhmin 


IZ 


419461 


A1452601 


Hs.288869 


nuclear receptor subfamily 2, 


hormonsjec.zF'C4,homione 


2.3 


429319 


AL023754 


HS.199Q68 


simitar to calcium/calmodunn 


SS,pkina5e 


2.2 


452123 


AI267615 


Hs.36022 


ESTs 


SS 


2.2 


453305 


R39224 


Hs.267997 


EHM2 gene 




2.2 


416157 


NM_003243 Hs.342874 


transfbrmng growth factor, be 


zonaj}eIluclda,SS,THzon3 


2.2 


406637 


U14966 


Hs.180946 


rtbosomal protein L5 


Ribosomal_L18p 


2.2 


414466 


AA349211 


Hs.76205 


cytochrome P450, subfamily XIA 


p450 


2.2 


408915 


NM-016651 


H3.4e950 


heptacellular carcinoma novel 


SS 


2.2 


420929 


AI694143 


Hs.326248 


programmed celt death 4 


MA3.LRR 


2.2 


456972 


AI054347 


Hs.2017 


ritxmnal protein L38 


SS.TM 


12 


409549 


AB029015 


Ks.54886 


phosphoHpase C, epslton 2 


C2.PH,R-PLC-Y.Pi-PLC-X 


12 


410209 


AI583661 


Hs.60548 


hypothetical protein PR01 635 


SS.TM.FbrkJ»ad 


12 


449500 


AW956345 


Hs.12926 


ESTs 


SS.TM 


12 


447806 


W03616 


H8.10432 


ESTs. Weakly similar to 138022 




2.1 


441712 


AW391927 


Hs.7946 


KlAA12e8 protein 




i1 


445025 


AI768895 


Hs.295727 


ESTs, Weakly simaar to AlUB.H 


SS,BAG,UPF0001 


2.1 


444161 


N52543 


Hs.142940 


ESTs 


SS 


Zl 


427156 


BE6217ig 


Hs.173802 


KIAA0603 gene product 


SS.TM,TBC 


Zl 


436995 


A)160015 


H3.125489 


ESTs 


SS.TM.RasGEF,actin,RasGEF 


Zl 


408443 


N33937 


Hs.10336 


ESTs 


SS 


Zl 


448274 


A1268097 


Hs.67317 


Homo sapiens cDNAFlJ11775fis 




Zl 


426354 


NM.004010 Hs.169470 


dystrophin (muscular dystrophy 


ZZ,CHLWW,spectrfn.bZIP.SS 


Zl 


443906 


AA348031 


Hs.7913 


ESTs 




Zl 
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444615 


Mt51539 


Ks.t227 


srnlndevultnat&, detta-, dehyd 


SS/LAO 


Z1 


420728 


AA767718 


Hs.93581 


hypoMcal protein FU10512 


SS.TM.Sema.PSI.ig 


Z\ 


404245 






NM.007116': 


ebrinogerv.CJh3.SS 


2.1 


435420 


AA443986 


HS.315SS 


ESTs 


SS.TM.PMP22_aaudln.SSJM 


Z\ 


410066 


A11176&4 


Hs.58419 


0KFZP586L2024 proteb 




2.0 


414476 


AA301B67 


Hs.76224 


EGF-Gontalntng Gbunn-Cke ex 


EGF.TIUSS 


2.0 


424137 


AA335769 


HS.16K2 


ESTs 




ZO 


447659 


AA017472 


Hs.107260 


hypothetical pmtein OKFZp586H 


SS 


ZO 


444862 


A1209158 


H5.143929 


ESTs 


SS.TM 


ZO 


426086 


T94907 


Hs.188572 


ESTs 


PH,CH.8pectrin 


ZO 


436080 


AI684710 


Hs.201645 


ESTs 


SSATP^yntC 


ZO 


424651 


AI493206 




ESTs 


SS 


ZO 


432939 


AL038924 


Hs.279849 


KIAA0438gene product 


z«3HC4.myosIn_head.DIU 


2.0 


449088 


AI654048 


Hs.196556 


ESTs 


SSMACPF.sushi4dLrecept 


ZO 


428842 


NM_014899 


Hs.10432 


IQAA0878 protein 


8T8/as 


ZO 


419577 


L36531 


Hs.91298 


integrin, fltpha 8 


TM.IntegrinJ^.FG^ 


2.0 


450435 


AI695975 


Hs.201805 


ESTs 


lanninln_BJaminin_E6F4am 


ZO 


450896 


AI554223 


Hs.16026 


hypothetical protdn FLJ23191 


SS 


ZO 


421255 


BE326214 


Hs.938t3 


ESTs 


TM 


2.0 


432467 


T03667 


Hs.239388 


Human DMA sequertce 6om dorte 


SS 


ZO 


408654 


BE01&882 


H3.46721 


UCC1 protein 


SS.EpendymIn.SS 


zo 


412611 


AA732036 


Hs,164478 


hypothetical protein FU21939 




ZO 


453355 


AW295374 


Ks.31412 


ntyopodhi 




zo 


424665 


AW388576 


Hs.139851 


csveolin2 


SS.TM,Caveonn.CaveoIin 


zo 


458147 


AW752597 




gb:IL3:QT0214-16129»O45«a6 C 


SS,TM,PMM 


zo 


447566 


N50432 


Hs.102648 


ESTs ' 




2.0 


414496 


W73853 




ESTs 


SS.TM.pkInase.F5.F8_type_ 


zo 


425618 


AW119112 


Hs.9052 


Homo sapiens cONA: FIJ22042 fi 


SS,TM 


zo 


415166 


NM_003652 


HSJ8068 


cartxjxypeptidase Z 


Zn_carbOpept,Fz«0)Oxygena 


zo 


422157 


AW957295 


Hs.1 12318 


&2lQd protein 


SS 


zo 


450253 


AL133047 


Hs.24715 


Homo sapiens mRNA; cDNA DKFZp4 


SH3 


2.0 


418919 


AA232635 




ESTs 


SS.DUF25 


zo 


444846 


AI871055 


Hs.148477 


ESTs 


SS,TM 


2.0 


418781 


T41160 


HS.B404 


ESTs 




ZO 



TABI.E24B: 

Pkey: Unique Eos probesetidentifter number 
CAT number Gene clusternumber 
Accession: Genbank accession numbers 



PKey 
408468 



410295 



418919 
418956 

424651 

436772 
43S780 

441916 
444931 



451573 
458147 



CAT Number 
106033_1 



11922J 



414496 145392,1 



180623 1 
180862.1 

241981J 

426854 1 
46501_1 

528799 1 
62567.1 



875588.1 
488021.1 



AI909712AL039752 BE000369 AA376876 N75269AA345398AA349053AW96D062 R76169 R70638 AA054770 AI378587 At338002AI762398 
N47873 AI066549 AI474112 AW450680 AA668668 R761 14 AW242828 N58855 AW08a313 A13784gi At607102 AA417043 AI565444 AW263288 
AW297099 

AA741357 Aia70000 W75997 H50726 AV658709 AI498817 ALO37804 W67847 BE018553 AI033256 N76810 N31 548 AI032084 N36278 AW075272 
AI032081 R35753 Wg3372 AA700790 AI903697 N52985 R82466 AW580252 AL036760 AI052219 R36621 W07047 AA088621 AI2491 09 W66776 
WB9374AA15 

W73853 AA9281 12 W77887 AW889237 AA1 48524 AI749182 AI754442 AI338392 AI253102 AI079403 AI370541 AI697341 H9753B AW188021 

AI927669 W72716At051402AI188071AI335900 N21488AVmO478VVg2522AI691028Al913512AI144448W73ei9A^ 

A1866132H98 

AA232635 AI373703 AA233330 

AA234831 AI700302 AA90621 6 AA776957 R4941 5 A1420777 AA666394 AI830619 AA77g469 AI972390 N40980 AI094453 AA826397 AA535994 
AI86d257 AI804295 AA897791 AA232893 AI348680 A1356232 AA235138 F31396 AW079977 H16405 

A1493205 AA732315 AA344619 AA9C4035 AW952967 AA48a889 AA635644 BE245127 AA669979 AA761874 H28767 AA910081 AAB37086 
AA766495 W76175 AI521825 AA746092 AA743152 AI478562 H88863 
AW975688 AA731063 N67084 

M64936 At025512 A1382987 BE061777 AA089966 BE169930T41176 AW594624 BE50241 5 AA121893 AI269283 T40311 AI684569 AA25701 1 
A1079277 AI241 318 BE32771 0 AWg75215 AW896268 AA684g90 eE327S14 
AA993571 AA971518 A1937262 

AV652066 AA459880 T58512 T58561 AI6S1255 N49838 H87921 AW264447 AA428067 AA364094 AW955685 062694 AW341452 AA243652 
At98461 8 AI816803 AIB71252 AI376942 AI740496 AA452836 AI277917 A)14gi41 AA456147 AI784566 AI003975 AI24S674 A1433703 At200208 
A126B985AI36 

AW130351 AW33869g AI803973 

AW752597 AW848781 AW849062 AW848490 AW752699 AW752604 AW752700 



TABLE 24C: 

Pkey: Unique numb^ corresponding to an Eos probeset 

Ref: Sequence source. The 7 d^it numbers in (his column are Genbank Uentifier (Q) numbers. "Dunham I. et a).' refers to the publication entitled "The DNA sequence of 

human chromosome 22" Dunham, et af. (1999) Nature 40Z4S9^95 
Strand: Indicates ONA strand from which exons were predicted 
NLposition: Indicates nuclsotida positions of predicted exons 



Pkey Ref Strand Ntjxjsition 

400829 8570385 Plus 1 521 76-1 5261 6 

403247 7656833 Minus 7662&-77140 

404245 7406725 Plus 36019-3528Z37073^7813,3894&^14.40355-40551.42738^02B.4339143696.4569W603a51 110^141 5,52779^ 

S4935,55201-555O9.5592&^240.5635&^2.57O78-57401.5996&^6Z6260O^2926,63363^86.66693^7025.6818^ 
68497,6890M923Z71372.71695.720 



Table 25A provides UnigenelD. UnigeneTlUe, Pkey. and Exemplar Accesskm for sequences In Table 26. The tnformatnn In Table 25A ts linked by SEQ 10 NO: to Table 26. 
Table 25A: 

Pkey: Unique Eos probeset tdenliSer number 
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Ex.Aoca* Exemplar Accession number, Genbank accession number 
UGID: UniGens number 
Ttlle: UniGanetille 

SEQ ID NO: Sequence IdentilicaGon number for sequences in Table 26 



Ptcey 


Ex. Accn 


UGtO 


"nile 


452838 


U&5011 


Hs^0743 


preferentially expressed anl^en in mela 


421478 


At683243 


Hs^72S8 


ESTs. Moderately stmOar to S29539 Hbos 


436982 


AB018305 


Hs^78 


spbndin 1. (f-spondin) extracellular mat 


458627 


AW088&42 


Hs.97984 


SRY (sex determining region YHxw 17 (S 


422956 


BE545072 


Ks.122579 


ECT2 protein (Epi&ie&al cell transfbmii 


410102 


' AW248508 


Ks^79727 


ESTs; homologue of REM^ (Dona savignyi 


428579 


NM_005756 


H5.184942 


G protein-coupted receptor 64 


428227 


AA321649 


Hs.2246 


small inducible cytokine subfamily B (Cy 


451110 


AI955040 


i1s.2653g8 


PAR-6t)eta (p^tkining defective 6 h 


428187 


A1687303 


Hs.285529 


G protein-coupted receptor 49 


424905 


Kl\4_002497 


Hs.1 53704 


NIMA (never in mitosis gene aKelated k 


433159 


AB035898 


Hs.150587 


klnesin^ike protdn2 


426427 


1^6699 


Hs.169840 


TTK protein kinase 


425371 


049441 


Hs.155981 


mesolheSn 


418506 


AA084248 


Hs.85339 


G protein^upled receptor 39 


456546 


A1690321 


Hs.203845 


KCNK15 pot^um ctiannel. subfamily K, m 


427344 


NM_000869 


Hs.2142 


5-hydroxytryptamlne (serotonin) receptor 


445537 


AJ245671 


Hs.12844 


EGF-tike-domain, mtilliple 6 


424520 


AA101043 


Hs.1 51254 


k^Iikreln 7 (chymotryptic, stratum com 


412078 


X69699 


Hs.73149 


paired box gene 8 


409178 


BE393948 


M5.5091d 


katlikreinS 


448243 


AW369771 




integrin, beta 8 


426514 


BE616633 


Hs.170195 


bone morphogenetic protein 7 (osteogenic 


419452 


U33635 


Hs.90572 


PTK7 protein tyrosine kinase 7 


431130 


NM_006103 


Hs^719 


HE4; epfdtdym^speclfic, whey-actdte pr 


415539 


AI733881 


Hs72472 


BMP-RIB 


423961 


013866 


Hs.1 36348 


perlostin (OSF-2os) 


417433 


BE270266 


H5.82128 


51 4 oncofetal tropboblast glycoprotein 


422867 


U2137 


HS.15B4 


cartilage oligomertc matrix protein (pse 


409542 


AA503020 


Ks.36563 


hypotlietical protein aJ22418 


444381 


BE387335 


Hs.283713 


ESTs. Weakly similar to S64054 hypolheU 


452747 


BE153855 


H5.61460 


Ig superfamily receptor INIR 


450375 


AA009S47 




a dislntegrin and metaOoprotelnase doma 


426215 


AW963419 


Ks.155223 


stanniocatein 2 


430044 


AA464510 


Hs.1 5281 2 


ESTs 


447033 


AI357412 


Hs.157601 


ESTs 


410418 


031382 


Hs.63325 


transmembrane protease, serine 4 


411274 


NW_002776 


K5.6g423 


kaOikrein 10 


422260 


AA315993 


Hs.105484 


regenerating gene type IV 


409041 


AB03302S 


Hs.50081 


Hypothetfcal protein, XP_051860 (KIAAl 19 


428664 


AK001666 


Ks.ie9095 


similar to SAUI (sal (Drcsophila}-like 


404977 






Insulin-tike growtti factor 2 (somatomedi 


427747 


AW411425 


Hs.180655 


serine/threonine kinase 12 


412140 


AA219691 


Hs.73625 


RAB6 Interacting, klnesin-like (rabklnes 


431846 


BE019924 


Hs.271580 


uroplakff) IB , 


425465 


L18964 


Hs.1904 


protein kinase C iota 


432938 


T27013 


Hs.3132 


stemldogenic acute regulatory protein 


421451 


AA291377 


HS.S0831 


ESTs 


437478 


AL390172 


Hs.317432 


branched ctiain aminotransferase 1, cybs 


411945 


AIJ033527 


Hs.92137 


L-myc-2 protein (MYa2) 


424078 


AB006625 


Hs.139033 


patemalty expressed 3 


406400 






katlikreln 8 (neuropsintovasln) (KLK8) 


428450 


NM.014791 


Hs.184339 


KlAA0175gene product 


438167 


R283&3 


Hs^4286 


chemokine bincfing prolein 2 (CCBP2). mRN 


4^6530 


U62801 


Hs,79361 


kallikretn 6 (neurosln, zyme) 


430691 


C14187 


Hs.157208 


aristaless^ated homeobox protein ARX 


408081 


AW451597 


Hs.167409 


tntron of basiohetix-toop-heGx-PAS pro 


411773 


Nl^0067g9 


Hs.72026 


protease, serine, 21 (testisln) 


407792 


A1077715 


Hs.39384 


putatne secreted llgand homologous bf 


428093 


AW594S06 


Hs.104830 


ESTs 


431630 


NM_002204 


KS.26S829 


Integrin, atplia 3 (antigen 00490, alpha 


421502 


AF1 11856 


KS.10S039 


solute canier family 34 (sodium ptraspha 


431441 


U81961 


Hs.2794 


sodium channel, nonvoltage-gated 1 alpha 


431369 


BE164455 


Hs.251754 


secretory leukocyte protease inhibitor ( 


436972 


AA28467g 


Hs.25640 


ct3Udin3 


429504 


X99133 


Hs.204238 


tipocaGn 2 (oncogene 24p3) (NGAL) 


410001 


AB041036 


Hs.57771 


kslDkrein 11 



SEQ ID NO 
SEQ ID NO: 1-2 
SEC ID NO: 34 
SEQIDNa&« 
SEQ 10 NO: 7-8 
SEQIONO:9-10 
SEQ ID NO: 11-12 
SEQIO NO: 13-22 
SEQ ID NO: 23-24 
SEQ ID NO: 25-26 
SEQ ID Na 27-28 
SEQ ID NO: 29-30 
SEQ ID NO: 31-32 
SEQ ID NO: 3^ 
SEQ ID NO: 35^ 
SEQ ID NO: 39-40 
SEQ ID NO: 41-42 
SEQ ID NO: 4^ 
SEQ ID NO: 4546 
SEQ ID NO: 4748 
SEQ ID NO: 49-52 
SEQ ID NO: 53-54 
SEQ ID NO: 55-56 
SEQ ID NO: 57-58 
SEQ ID NO: 59-60 
SEQ ID NO: 61-62 
SEQ ID NO: 63-64 
SEQ ID NO: 65-66 
SEQ ID NO: 67-68 
SEQ ID NO: 69-70 
SEQ ID NO: 71-72 
SEQ ID NO: 73-74 
SEQlDNa 75-76 
SEQ ID NO: 77-78 
SEQ ID NO: 79-80 
SEQ ID NO; 81 
SEQ ID NO; 82-87 
SEQ ID NO: Sa^ 
SEQlDNa 90-91 
SEQ ID NO: 92-93 
SEQ ID NO: 94-95 
SEQ ID NO: 96-97 
SEQ ID NO: 98-99 
SEQ ID NO; 100-101 
SEQ ID NO: 102-103 
SEQIDNO:104-1D5 
SEQ ID NO: 106-107 
SEQ1DNO:10B-109 
SEQ ID NO: 110-117 
SEQ ID Na. 118-119 
SEQ ID Na 120-121 
SEQ ID NO: 122-123 
SEQ ID Na 124-125 
SEQ ID Na 126-127 
SEQ ID NO: 128-129 
SEQIO Na 130-131 
SEQ ID NO: 132-133 
SEQ ID NO: 134 
SEQlDNa 135-138 
SEQ ID NO: 139-140 
SEQIO Na 141 -144 
SEQ ID NO: 145-148 
SEQ ID NO: 149-150 
SEQlDNa 151-152 
SEQ ID NO: 153-154 
SEQIO NO: 155-156 
SEQ ID NO: 157-158 
SEQlDNa 159-160 



TABLE 258: 

Pkey: Unique Eos probeset identifier number 
CATnunto Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT Number Accession 

448243 75629 1 AW369771 AW748174AA290801 AA419198 AA044331 AA127909 AW995M2 AI480343 AA044582AW956159 AA373451 AA127965AL134913 
AW994956 BE622314 BE006298 BE00831 2 BE006305 BE0a6317 BE006303 AA043906 AA234175 AA479726 

450375 83327 1 AA009547 AA131254 AA374293 AW954405 K04410 AW605284 AA151166 BE157467 BE157601 H04384 W46291 AW663674 H04O21 H01532 
AA190993 H0^231 H59605 H01642 AAfiS2876 AA113758 AA62691S AA746952 AI161014 AA099554 R69067 
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TABLE 25C: 

PItey: Unique number corresponding to an Eos probesei - • 

Ref: Sequence source. The 7 digit numbers bi this column are Genbank Identifier (GO numbers. "Dunham L at al* refers to the pubfication entitled Tbe DNA sequence of 

human ctiromosoms 22* Dunhan^ et al. (1^ Naturg 402:489^95 
Strand: Indicates DNA strand from whtehexons were predicted 
NLposiOon: Indicates rmdeotide positions of predated exons 

Pkey Ref Strand NljxjsiQon 

404977 3738341 Minus 43081-43229 

406400 9256238 Plus 1553-1712.1878-2140.4252-4385,5922-6077 



Table 26 

Seq ZD NO; 1 DHA sequence 

Nucleic Acid Accession #: KM_006115.1 

Coding sequence: 236..176S 

1 11 21 31 41 51 

I I I I t I 

GCTTCAGQGT ACAGCTCCCC OGCAGCCAGA AGCOGGGCCT GCAGCCCCTC AGCACOGCTC GO 

CGGGACACCC CACCCX5CTTC CCAGGOGTGA CXTPOTCAACA QCAACTTCGC GGTGTGGTQA 120 

ACTCTCTGAG GAAAAACCAT TTTGATTATT ACTCTCAGAC QTGOQTGGCA ACAAGTGACT 180 

GAOACCTAGA AATCCAAGCG TTGGAGGTCC TGAGGCCAGC CTAAGTCGCT TCAAAATGGA 2 HO 

ACQAAGGCX3T TTGTGGGGTT CCATTCAGAO CCGATACATC AGCATGAGTG TGTGGACAAG 300 

CCCACX3GAGA CTTGTGGAGC TGGCAGGGCA gKsCCTGCTG AAGGATGAGG CCCTGGCCAT 360 

TGCCGCCCTG GAGTT6CTGC CCMSGGAGCT CTTCCCGCCA CTCTTCATGa CAGCCTTTGA 420 

CGGGAOACAC AGCCAOACXrC TGAAGGCAAT GGTGCAGGCC TGGCCCTTCA CCTGCCTCCX: 480 

TCTGGGAGTG CTGATGAAGG GACAACATCT TC31CCTGGAG ACCTTCAAAG CTGTGCTTGA 540 

TGGACTTGAT GTGCTCCTTG CCCAGGAGGT TCGCCCCAGQ AGGTGGAAAC TTCAAGTOCT 600 

GGATTTACGG AAGAACTCTC ATCAGGACTT CTGGACTGTA TGGTCTGGAA ACAGGGCCAG 660 

TCTGTACTCA TTTCCAGAGC CAGAAGCAGC TCAGCCCATG ACAAAGAAGC GAAAAQTA6A 720 

TGGTTTGAGC ACAGAGGCAG AGCAGCCCTT CATTCCAGTA GAGGTGCTCG TAGACCTGTT 780 

CCTCAAGGAA GGTGCCTGTG ATGAATTGTT CTCCTACCTC ATTGAGAAAG TGAAGCGAAA 840 

GAAAAATGTA CTACGCCTGT GCTGTAAGAA GCTGAAGATT TTTGCAATGC CCATGCAGGA 900 

TATCAAGATG ATCCTGAAAA TGQTGCAGCT GGACTCTATT QAAGATTTGG AAGTGACTTG 960 

TACCTGGAAG CTACCCACCT TGGCXSAAATT TTCTCCTTAC CTGGGCCAQA TGATTAATCT 1020 

GCGTAGACTC CTCCTCTCCC ACATOCATGC ATCTTCCTAC ATTTCCCCGG AGAAGGAAGA 1080 

GCAGTATATC QCCCAOrTCA CCTCTCAOTT OCTCAGTCTG CAGTGCCTGC AGGCTCTCTA 1140 

TGTGGACTCT TTATTTTTCX: TTAGAGGCOS OCTQGATCAG TTGCTCAGGC AOGTGATGAA 1200 

CCCCTTGGAA ACCCTCTCAA TAACTAACTG CCGGCTTTCG QAAGGGGATG TGATGCATCT 1260 

GTCCCAGAGT CCCAGCGTCA GTCAGCTAAG TGTCCTGAGT CTAAGTGGGG TCATGCTGAC 1320 

OGATGTAAGT CCCGAGCCCC TCCAAGCTCT GCTGGAGAGA GCCTCTGCCA CCCTCCAGGA 1380 

CCTGGTCTTT GATGAGTGTG GGATCACGGA TGATCAGCTC CTTGCCCTCC TGCCTTCCCT 1440 

GAGCCACTGC TCCCAGCTTA CAACCTTAAG CTTCTACGGG AATTCCATCT CCATATCTGC 1500 

CTTGCAGAGT CTCCTGCAGC ACCTCATCGG GCTGAGCAAT CTGACCCACQ TGCTGTATCC 1560 

TGTCCCCCTG GAGAGTTATG AGGACATCCA TGGTACCCTC CACCTGGAGA GGCTTGCCTA 1620 

TCTGCATGCC AGGCTCAGGG AGTTGCTGTG TGAGTTGGGG CGGCCCAGCA TGGTCTGGCT 1680 

TAGTGCCAAC CCCTGTCCTC ACTGTGGGGA CAGAACCTTC TATGACCOGG AGCCCATCCT 1740 

GTGCCCCTGT TTCATOCCTA ACTAQCTGGG TQCACATATC AAATGCTTCA TTCTGCATAC 1800 

TTGGACACTA AAGCCAGGAT GTGCATGCAT CTTGAAGCAA CAAAGCAGCC ACAGTTTCAG 1860 

ACAAATGTTC AGTGTGAGTG AGGAAAACAT GTTCAGTGAG GAAAAAACAT TCAGACAAAT 1920 

GTTCAGTGAG GAAAAAAAGG GGAAQTTGGG GATAGGCAGA TGTTGACTTG AGGAGTTAAT 1980 

GTGATCTTTG GGGAGATACA TCTTATAGAG TTAQAAATAG AATCTGAATT TCTAAAGGGA 2040 

GATTCTGGCT TGGGAAGTAC ATGTAGGAGT TAATCCCTGT GTAGACTGTT GTAAAGAAAC 2100 
TGTT6AAAAT AAAGAGAAGC AATGTGAAGC AAAAAAAAAA AAAAAAAA 

Seq ID NO I 2 Protein sequence 
Protein Accession #t NP 006106.1 

1 11 21 31 41 51 

I I I I I I 

MERRRLW6SI Q3RYISMSVW TSPRRLVELA GQSLLKDBAXi AIAALELLPR BLFPPLFMAA 60 

FDGRHSQTIiK AMVQAWPFTC LPLGVLMKOQ HLHLBTFKAV LDGLDVLLAQ EVRPRRWKLQ 120 

VLDLRKNSHQ DFWTVWSGNR ASLYSFPEPE AAQPMTKKRK VDQLSTEAEQ PPIPVEVLVD 180 

LFLKEGACDE LFSYLIEKVK RiOQIVLRIiCC KKLKIFAMPM QDIKMILKMV QLDSIEDLEV 240 

TCTWKLPTLA KFSPYLGQMI NLRRLLLSHI HASSYISPEK EEQYIAQFTS QPLSLQCLQA 300 

LYVDSLFFLR ORLDQUiRHV MNPLETLSIT NCRLSEGDVM HLSQSPSVSQ LSVLSLSGVH 360 

LTDVSPEPIiQ ALLERASATL QDLVFDEGOI TDDQTtTiATiTiP SLSHCSQLTT LSFYGN8ISI 420 

SALQSLIjQHL IGLSNLTHVL YPVPLESYED IHGTLHLERL AYLHARLREL LCEI.GRPSMV 480 
WLSANPCPHC GDRTFYDPEP ILCPCFMPN 

Seq ID NO: 3 DNA sequence 

Nucleic Acid Accession If: Eoa sequence 

Coding sequence* 264.. 782 

1 11 21 31 41 51 

I I I I I I 

CCCTGCTCCA GTCACACCCG GAAGCTGACT GGTCCACGCA CAGCTGAAGC ATGAGGAAAC 60 

TCATCGCGGG ACTAATTTTC CTTAAAATTT AGACTTGCAC AGTAAGGACT TCAACTGACC 120 

TTCCTCAGAC TGAGAACTGT TTCCAGTATA TACATCAAQT CACTGAGATC TCCAGCACCC 180 

TGCCGGTGGC ACTACTGAGA GAOGAGGTGC CAGGQTGGTT CCTOAAAGTG CCTGAGCCCC 240 

AACTTATCAG CAAGGAGCTC ATCATGCTGA CAGAAGTCAT GGAGGTCTGG CATGGCTTAO 300 

TGATCGCGGT GCTOTCCCTC TTCCTGCAGQ CCTGCTTCCT CACCGCCATC AACTACCTGC 360 

TCAGCAGGCA CATGOCCCAC AAGAGTQAAC AGATACTGAA AOCGGCCAGT CTCCAGGTTC 420 

CCAGGCCCAO CCCTGGCCAC CATCATCCAC CTGCTGTCAA AGAGATGAAO GAGACTCAQA 480 

CAGAGAGAGA CATCCCAATG TCTGATTCCC TTTACAGGCA TGACAGOQAC ACACCCTCAG 540 
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ATAGCTTGGA TAGCTCCTGC AGTTOQCCTC CTGOCTGCCA GGCCACAOAQ QATQTGGATT 600 

ACACACAACT O il 'Cl'XTl'Ci' GACCCTGGAG AACTAAAAAA TGACTCCCC30 CTGQACTATG 660 

AGAACATAAA GQAAATCACA GATTATGTCA ATGTCAATCC AGAAAGACAC AAGCCCAGTT 720 

TCTGGTATTT TGTCAACCCT GCTCTCTCTG AGCCACCGGA ATATGATCAA GTGGCCATGT 780 

QAATTCCAAA TATTTTTAAT GQGGTCCAGT TCTCTATGGA TTCTTACATT TAATTTOTAG 840 

GGAAATGCCA TTTTTCCCCC TTAAACAAOO CATGGGGCTC ACAAGTCTAT GGAGACAGGC 900 

CAAAAAGAAT GTGGAGAAGA AAACTGATAA ATACACAGAG GTCCTCAAGA CCCATGGACT 960 

CCTGGTCTGT ACOCAAAAAA GCTGTTOGTT CCTCAAAAAC AAAAACAAGG CTTGGCTGGG 1020 

AAAACAGGCC AATQCCCCGG CAAGAAAGGT TGAGATCAGA TGTTAGGAAG AACTTTCAGG 1080 

TAAAGTATGA GAACTATX3GA GTCCATCAGC AGAGATAOTA GTGAAOTCTC TCCCCAGGGA 1140 

AAATTTTAAA AAGGTTGAAT CAGCTQTTGT AGAGTTCTAT TTGGCAATCT CATGGTTAAA 1200 

TGACTTCCCT TTGAGCTCTT TAATTATTGG CAATAAACAA CTTCTTTAAA AGTTTTAAAT 1260 
AAAATAGCAA CCACCACCA 

Seq ID KO: 4 Protein sequence 
Protein Accession Us Eos sequence 

1 11 21 31 41 SI 

I I I I I I 

MLTEVMEVWH GLVIAWSLF LQACFLTAIN YLLSRHMAHK SEQII*KAASL QVPRPSPGHH 60 

HPPAVKEMKE TQTBRDIPMS DSLYRHDSDT PSDSLDSSCS SPPAC3QATED VDYTQWFSD 120 
PGELKNESPL DYENIKEITD YVNVNPERHK PSFWVFVNPA LSEPAEYDQV AM 

Seq ZD NO: 5 DNA Sequence 

Nucleic Acid Accession tf: AB051390. 

Coding eequence: 34..24S7 

1 11 21 31: 41 SI 

I I ] I I I 

AGCGGCCGCG GCACAAAGTT GGGGGCCGCG AAGATGAGGC TGTCXXXXGC GCCCCTQAAG 60 

CTGAGCCGGA CTCCGGCACT GCTGGCCCTG GCGCTGCCCC TGGCOGOGGC GCTGGCCTTC 120 

TCOGACGAGA CCCTGGACAA AQTGCCCAAG TCAGAQGOCT ACTGCAGCCG TATCCTGCGC 180 

GCCCAGGGCA CGCGGCGCGA GGGCTACACC QAGTTCAGCC TCOGCGTGGA GGGCX3ACCCC 240 

GACTTCTACA AGCCGGGAAC CAGCTACOGC GTAACACTTT CAGCTGCTCC TCCCTCCTAC 300 

TTCAQAGQAT TCACATTAAT TGCCCTCAGA GAGAACAGAG AGGGTGATAA GGAAGAAGAC 360 

CATGCTGGGA CCTTCCAGAT CATAGACXJAA GAAOAAACTC AGTTTATGAQ CAATTGCCCT 420 

GTTGCAGTCA CTGAAAGCAC 'TCCACGGAGG AGGACCCGGA TCCAGGTOTT TTGGATAGCA 480 

CCACCAGCGG GAACAGGCTG CGTGATTCTG AAGGCCAGCA TCGTACAAAA ACGCATTATT S40 

TATTTTCAAG ATGAGGGCTC TCTGACCAAG AAACTTTGTG AACAAGATTC CACATTTGAT 600 

GOGGTGACTG ACAAACCCAT CTTAGACTGC TGTGCCTGCG GAACTGCCAA GTACAGACTC 660 

ACATTTTATG GGAATTGGTC CGAQAAGACA CACCCAAAGG ATTACCCTCG TCGGGCCAAC 720 

CACTGGTCTG CGATCATCGG AGGATCCCAC TCCAAQAATT ATGTACTQTG GGAATATGGA 780 

GGATATGCCA GCGAAGGCGT CAAACAAGTT GCAGAATTGG GCTCACCCQT GAAAATGGAG 840 

QAAGAAATTC GAGAACAGAG TGATGAGGTC CTCACCQTCA TC3UWVGCCAA AGCCCAATGG 900 

CXAGCCTGGC AGCCTCTCAA CXfTGAQAGCA GCACCTTCAG CTGAATTTTC CGTGGACAGA 960 

ACGCGCCATT TAATGTCCTT CCTGACCATG ATGGGCCCTA GTCCCGACTG GAACGTAGGC 1020 

TTATCTGCAG AAGATCTGTG CACCAAGGAA TGTGGCTGGG TCCAGAAGOT GGTGCAAGAC 1080 

CTGATTCCCT GGGACGCTGG CACOGACAGC GGGGTGACCT ATGAGTCACX CAACAAACCC 1140 

ACCATTCCCC AGGAGAAAAT CCGGCCXICTG ACCAGCXTIGG ACCATCCTCA GAGTCCTTTC 1200 

TATGACCCAG AOGGTGGGTC CATCACTCAA GTAGCCAGAG TTGTCATCGA GAGAATCGCA 1260 

CGGAAGGGTG AACAATGCAA TATTGTACCT GACAATGTOS ATGATATTGT AOCTGACCTG 1320 

GCTCCAGAAG AGAAAGATGA AGATQACACC CCTGAAACCT GCATCTACTC CAACTGGTCC 1380 

CCATGGTCCG CCTGCAGCTC CTCCACCTGT GACAAAGGCA AGAGGATGCG ACAGGGCATG 1440 

CTGAAAGCAC AOCTGGACCT CAGCGTCCCC TGCCCTGACA CCCAGGACTT CCAGCCCTGC ISOO 

ATGGGCCCTQ QCTGCAQTGA CGAAGACGQC TCCACCTGCA CCATGTCOGA GTGGATCACC IS 60 

TGGTCGCCCT GCAGCATCTC CTGCGGCATQ GGCATGAGGT CCCGGQAGAG GTATGTGAAG 1620 

CAGTTCCCGG AGGACGGCTC CGTGTGCACQ CTGCCCACTG AGGAAACGGA GAAOTGCACG 1680 

GTCAACGAGG AGTGCTCTCC CAGCAGCTGC CTGATGACCG AOTGGGGCGA GTGOGACGAQ 1740 

TGCAGCGCCA CCTGCGQCAT GGGCATGAAG AAGCGGCACC GCATGATCAA GATGAACCCC 1800 

GCAGATGGCT CCATGTQCAA AGCCGAQACA TCACAGGCAG AGAAGTGCAT GATGCCAGAG 1860 

TGCCACACCA TCCCATGCTT GCTGTCCCCA TGGTCCGAGT GGAGTGACTG CAGCGTGACC 1920 

TGCGGGAAGG GCATGCGAAC CCGACAGCGG ATGCTCAAGT CTCTGGCAGA ACTTGGAGAC 1980 

TGCAATGAGG ATCTGGAGCA GGTGGAGAAG TGCATGCTCC CTGAATGCCC CATTGACTGT 2040 

GAGCTCACCG AQTGGTCCCA GTGQTCGGAA TGTAACAAGT CATGTCGGAA AGGCCACGTG 2100 

ATTCGAACCC GGATGATCCA AATGGAGCCT CAGTTTGOAG OTGCACCCTG CCCAGAGACT 2160 

GTGCAGCGAA AAAAGTGCCG CATCCGAAAA TGCCTTCGAA ATCCATCCAT CCAAAAGCTA 2220 

CGCTGGAGGG AGGCCCGAGA GAGCCGOOGG AGTGAGCAGC TGAAGGAAGA GTCTGAAGGG 2280 

GAQCAGTTCC CAGGTTGTAG GATGCGCCCA TGGAOGGCCT GGTCAGAATG CACCAAACTG 2340 

TGCGGAGGTG GAATTCAGOA AOGTTACATG ACTGTAAAGA AGAGATTCAA AAGCTCCCAG 2400 

TTTACCAGCT GCAAAGACAA GAAGGAGATC AGAGCATGCA ATGTTCATCC TTGTTAGCAA 2460 

GGGTACGAGT TCCCCAGGGC TGCACTCTAG ATTCCAGAGT CACCAATGGC TGQATTATTT 2S20 

GCTTGTTTAA GACAATTTAA ATTGTGTACG CTAGTTTTCA TTTTTGCAGT GTGGTTCGCC 2580 

CAGTAGTCTT GTGGATQCCA GAGACATCCT TTCTGAATAC TTCTTGATGG GTACAGGCTG 2640 

AGTGGGGCGC CCTCACCTCC AQOCAGCCTC TTCCTGCAQA GGAOTAGTGT CAQCCACCTT 2700 

GTACTAAGCT GAAACATGTC CCTCTGGAGC TTCCACCTOG CCAGGGAGGA OOQAGACTTT 2760 

GACCTACTCC ACATGGAGAG GCAACCATGT CTGGAAGTGA CTATGCCTGA GTCCCAGOGT 2820 

GCGGCAGGTA GGAAACATTC ACAGATGAAG ACAGCAGATT CCCCACATTC TCATCTTTGG 2880 

CCTGTTCAAT GAAACCATTQ TTTGCCCATC TCTTCTTAGT GGAACTTTAG GTCTCTTTTC 2940 

AAGTCTCCTC AGTCATCAAT AGTTCCTGGQ GAAAAACAQA GCTGGTAGAC TTGAAGAGGA 3000 

GCATTGATGT TGGGTGGCTT TTGTTCTTTC ACTGA6AAAT TCGGAATACA TTTGTCTCAC 3060 

CCCTGATATT GGTTCCTGAT GCCCCCCCAA CAAAAATAAA TAAATAAATT ATGGCTGCTT 3120 

TATTTAAATA TAAGGTAGCT AGTTTTTACA CCTGAGATAA ATAATAAGCT TAGAGTGTAT 3180 

TTTTCCCTTG CTTTTQGGGG TTCAQAGGAG TATGTACAAT TCTTCTGGGA AGCCAGCCTT 3240 

CTGAAcrrrr tggtactaaa tccttattgo aaccaagaca aaggaagcaa aattgotctc 3300 

TTTAGAGACC AATTTGCCTA AATTTTAAAA TCTTCCTACA CACA TCTAG A OGrrCAAGTT 3360 

TGCAAATCAG TTTTTAGCAA GAAAACATTT TTGCTATACA AACATTTTGC TAAGTCTGOC 3420 

CAAAGCCCCC CCAATQCATT CCTTCAACAA AATACAATCT CTGTACTTTA AAGTTAl'I IT 3480 
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AGTCATGAAA TTTTATATGC AGAGAGAAAA AGTTACOQAG ACAGAAAACA AATCTAAGGG 3540 

AAAGGAATAT TATGGGATTA AQCTGAGCAA GCAATTCTGG TOGAAACTrCA AACCTGTCAG 3600 

TOCTCCACAC CAGGGCTGTG GTCCTCCCAG ACATOCATAG GAATGGCCAC AGGTTTACAC 3660 

TGCCTTCXXA GCAATTATAA GCACACCAGA TTCAGGOAGA CTGACCACCA AGGGATAGTG 3720 

TAAAAGGACA TTTTCTCAGT TGGGTCCATC AGCAGTTTTT CTTCCTGCAT TTArrGTTQA 3780 

AAACTATTGT TTCATTTCTT CTTTTATAGG CCTTATTACT QCTTAATCCA AATGTGTACC 3840 

ATTGGTOAGA CACATACAAT GCTCTOAATA CACTAOSAAT TTQTATTAAA CACATCAGAA 3900 

TATTTCXy^ TACAACATAG TATAGTCCTG AATATGTACT TTTAACACAA GAGAQACTAT 3960 

TCAATAAAAA CTCACTGGGT CTTTCATGTC TTTAAGCTAA GTAAGTGTTC AGAAGGTTCT 4020 

TTTTTATATT GTCCTCCACC TCCATCATTT TCAATAAAAG ATAGGGCTTT TGCTCCCTTG 4080 

TTCTTGGAGG GACCATTATT ACATCTCTGA ACTACCTTTG TATCCAACAT GTTTTAAATC 4140 

CTTAAATGAA TTGCTTTCTC CCAAAAAAAG CACAATATAA AGAAACACAA GATTTAATTA 4200 

TTTTTCTACT TGGGGGQAAA AAAQTCCTCA TGTAGAAGCA CCCACTTTTG CAATGTTGTT 4260 

CTAAGCTATC TATCTAACTC TCAGCCCATQ ATAAAOTTCC TTAAQCTGaT GATTCCTAAT 4320 

CAAGQACAAG CCACCCTAGT GTCTCATGTT TGrATTTGGT CXXAGTTGQG TACATTTTAA 4380 

AATCCTGATT TTGOAGACTT AAAACCAGGT TAATGGCTAA GAATGGGTAA CATGACTCTT 4440 

GTTGGATTOT TATTTTTTGT TTGCAATGQG GAATTTATAA GAAGCATCAA GTCTCTTTCT 4500 

TACCAAAGTC TTGTTAGGTG QTTTATAGTT CTTTTGQCTA ACAAATCATT TTGGAAATAA 4560 
AGATTTTTTA CTACAAAAAT G 

Seq ID NO: 6 Protein sequence 
Protein AcceBSlon tfi BAB18461 

1 11 21 31 41 51 

I I I I- I I 

MRIiSPAPLKL SRTPAIiIiAIA LPLAAALAFS DETLDKVPKS EGYCSRILRA QGTRRBGYTE 60 

FSliRVEGDPD FYKPGTSYRV TLSAAPPSYF RiSFTLIALRE NREGDKEEDH AGTFQIIDEE 120 

ETQFMSNCPV AVTESTPRRR TRIQVPWXAP PAGTGCVILK ASIVQKRIIY FQDEGSLTKK 180 

LCEQDSTFDG VTDKPILDCC ACGTAKYRLT FYGNWSEKTH PKDYPRRANH WSAIIGGSHS 240 

KNYVLWEYGG YASEGVKQVA EliGSPVKMEE EIRQQSDEVL TVIKAKAQWP AWQPLMVRAA 300 

PSAEFSVDRT RHLMSFLTMM GPSPDWNVGI. SAEDLCTKEC GWVQKWQDL IPWDAGTDSQ 360 

VTYESPNKPT IPQEKIRPLT SLDHPQSPFY DPEGGSITQV ARWIERIAR KGEQCNIVPD 420 

NVDDIVADLA PEEKDEDDTP ETCIYSNWSP WSACSSSTCD KGKRMRQRML KAQLDLSVPC 480 

PDTQDFQPCM GPGCSDEDGS TCTMSEWriW SPCSISCGMG MRSRERYVKQ FPEDGSVCTL 540 

PTEETEKCTV NEECSPSSCL MTEWGEWDEC SATCGMGMKK RHRMIKMNPA DGSMCKAETS 600 

QAEKCMMPEC HTIPCLLSPW SEWSDCSVTC GKGMRTRQRM LKSLAELGDC NEDLEQVEKC 660 

MLPECPIDCE LTEWSQWSEC NKSCX3KQHVI RTRMIQMEPQ FGGAPCPETV QRKKCRIRKC 720 

LRHPSIQKI*R WREARESRRS EQIiKEESEOE QFPGCRMRPW TAWSECTKLC GGGIQERYMT 780 
VKKRFKSSQF TSCKDKKEIR ACNVHPC 

Seq 10 NO: 7 DMA Bequence 

Nucleic Acid Acceseion Ut NM_022454 

Coding sequence: 205.. 1449 

1 11 21 31 41 51 

) I 11 1 I 

GCAGTGTCAC TAGGCCGGCT GGGGGCCCTG GGTACGCTGT AGACCAGACC GOSACAGGCC 60 

AGAACACGGG CGGCGGCTTC GGGCCGGGAG ACCCOCGCAG CCCTCGGOGC ATCTCAGTGC 120 

CTCATTCCCC ACCCCCTCCC CCGGGTCGGG GGAGGCGGCG CGTCCGQCX3G AGGGTTGAGG 180 

GGAGCGGGGC AGGCCTGGAG CGCCATGAGC AGCCCXSGATG CGGGATACGC CAGTGACGAC 240 

CAGAGCCAQA CCCAGAGCGC GCTGCCCGCG GTGATGGCCG GGCTGGGCCC CTGCCCCTGG 300 

GCCGAGTCGC TGAGCCCCAT OGGGGACATG AAGGTGAAGG GCGAGGOGCC GGCGAACAGC 360 

GGAGCACCGG CCGGGGCCGC GGGCCGAGCC AAGGGOGAGT CCOGTATCCG GOOGCCGATG 420 

AACGCTTTCA TGGTGTGGGC TAAGQAOGAG CGCAAGCGGC TGGCGCAQCA GAATCCAGAC 480 

CTGCACAACG CCGAGTTGAG CAAGATGCTG GGCAAGTCGT GGAAGGCGCT GACGCTGGCG 540 

GAGAAGCGGC CCTTGGTGGA GGAGGCAGAG CGGCTGCGCG TGCAGCACAT GCAGGACCAC 600 

CCCAACTACA AGTACCGGCC GCOOCGGOQC AAGCAQQTGA AGCOGCTGAA GCGGGTGGAG 660 

GQCGGCTTCC TGCACGGCCT GGCTGAGCCG CAGGCGGCCG CGCTGGGCCC CGAGGQCGGC 720 

CGCGTOGCCA TGGACGGCCT GGGCCTCCAG TTCCCCGAGC AGGGCTTCCC CGCCGGCCCG 780 

CCGCTGCTGC CTCCGCACAT GGGCQGCCAC TACCGCGACT GCCAGAGTCT GGGCGCGCCT ; 840 

CCGCTCGACG GCTACCCGTT GCCCACGCCC GACACGTCCC CX3CTGQACGG OGTGGACCCC 900 

GACCCGGCTT TCTTCX3C0GC CCCGATGCCC GGGGACTGCC CGGCGGCCGG CACCTACAGC 960 

TACQCOCAGG TCTOGGACTA CGCTGGGCCC CCGGAGCCTC CCGCCGGTCC CATGCACCCC 1020 

CQACTCGGCC CAGAGCCCGC GGGTCCCTOQ ATTCCGGGCC TCCTGGCGCC ACCCAGCGCC 1080 

CTTCACOTGT ACTACGGCGC QATGGQCTOG CCCGGGGCGG GCGGOGGGCG CGGCTTCCAG 1140 

ATGCAGCCGC AACACCAGCA CCAQCACCAQ CACCAGCACC ACCCCCCGGG CCCCGQACAG 1200 

CCGTCGCCCC CTCCGGAGGC ACTGCCCTGC CGGGACGGCA CGGACCCCAG TCAGCCCGCC 1260 

GAGCTCCTCG GGGAGGTGGA CCGCACGGAA TTTOAACAGT ATCTGCACTT OGTGTGCAAG 1320 

CCTGAGATGG GCCTCCCCTA CCAGOGGCAT GACTCOGGTG TGAATCTCCC CGACAGCCAC 1380 

GGGQCCATTT CCTCGGTGGT GTCOGACGCC AGCTCCGOGG TATATTACTG CAACTATCCT 1440 

QACGTQTGAC AGQTCCCTGA TCCGCCOCAG CCTGCAGGCC AGAAGCAGTG TTACACACTT ISOO 

CCTGGAGGAG CTAAGGAAAT CCTCAGACTC CTGGGTTTTT GTTGTTOCTG TTGTTGTTTT 1560 

TTAAAAGGTG TGTTGGCATA TAATTTATGG TAATTTATTT TGTCTGCCAC TTGAACAGTT 1620 

TGGGGGGGTG AGOTTTCATT TAAAATTTGT TCAGAGATTT GTTTCCCACA GTTGGATTGT 1680 

CAAAACCCTA TTTCCAAGTT CAAGTTAACT AGCTTTGAAT GTGTCCCAAA ACAGCTTCCT 1740 

CCATTTCCTG AAAGTTTATT GATCAAAGAA ATQTTOTCCT GGGTGTGTTT TTTCAATCTT 1800 
CTAAAAAATA AAATCTGGAA TCCTGAAAAA AAAAAAAAAA AAAAAAAAAA AAA 

Seq ZD NO: 8 Protein sequence 
Protein Acceseion ftj NP__071899 

1 11 21 31 41 51 

I I ' i I I.I 

MSSPDAGYAS DDQSQTQSAL PAVKAGLGPC PHAESI^PIG DHKVKGSAPA NSGAPAGAAG 60 
RAKGBSRIRR PKMAFMVWAK DERKRJJVQQN PDLHHAELSK ^4LGKSWKALT LAEKRPFVEE 120 
AERLRVQHMQ DHPNYKYRPR RRKQVKRLKR VEOGFLHGLA EPQAAALQPE 6GRVAMDGLG 180 
LQFPBQGFPA GPFLLPPUKG GHYROCQSLG APPLDGYPLP TPDTSPLDGV DPDPAFFAAP 240 
MPGDCPAAGT YSYAQVSDYA GPPBPPAGPM HFRLGPBPAG PSIPGLLAPP SAIiHVYYGAM 300 
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GSPGAGGGRG FQKQPQHQHQ HQHQHHPPGP GQPSPPPBAL PCSDGTDPSQ PA£LIiGEVDR 360 
TEFEQYLHPV CKPEKGIiPYQ GHDSGVNLPD SHGAISSWS DASSAVYYCN YPDV 

Seq ID NOt 9 DNA sequence 
J micleic Acid Acceasion tfi NM_0ie098 
Coding sequence t 112..2B56 

1 11 21 31 41 51 

11)111 

AAGCTTGCGG CCGCCOQCGA GGAATGGCGG TATTTGTGAG AGGAGTOGGC GTTTGAAQAO 60 

10 GTGCJAACTCC TAGGGCTTTT TTGAQAGTGC TGATTTAGAA GAATACAAAT CATGGCTGAA 120 

AATAGTOTAT TAACATCCAC TACTQGGAGG ACTAGCTTOG CAGACTCTTC CATTTTTGAT 180 

TCTAAAGTTA CTGAGATTTC CAAGGAAAAC TTACTTATTG GATCTACTTC ATATGTAGAA 240 

GAAGAGATGC CTCAGATTGA AACAAGAGTG ATATTGGTTC AAGAAGCTGG AAAACAAGAA 300 

GAACTTATAA AAGCCTTAAA GACTATTAAA ATAATGGAAG TCCCTGTTAT AAAGATAAAA 360 

15 GAAAGTTGTC CTGGAAAATC GGATGARAAA TTAATAAAAA GTGTTATTAA TATGGACATT 420 

AAAGTGGGCT CTGTAAAGAT GGA6TCAQTG GAAQAATT7G AAGGTTTGQA TTCTYOGGAA 480 

TTKGAAAATG TATTTKKAGK CACGGACTTT CAGGATTCTG TCTTTAATGA CCTCTACAAG 540 

GCTGATTGTA GAGTTATTGG AOCACCAGTT GTATTAAATT GTTCACAAAA AGGAGAGCCT 600 

TTGCCATTTT CATGTCGCCC GTTGTATTGT ACAAGTATGA TGAATCTAGT ACTATGCTTT 660 

20 ACTGGATTTA GGAAAAAAOA AGAACTAGTC AGGTTGGTGA CATTGGTCCA TCACATGGOT 720 

GGAGTTATTC GAAAAGACTT TAATTCAAAA GTTACACATT TGGTGGCAAA TTGTACACAA 780 

GGAGAAAAAT TCAGGGTTGC TGTGAGTCTA GGTACTCCAA TTATGAAGCC AGAATGGATT 840 

TATAAAGCTT GGGAAAGGCG GAATGAACAG GATTTCTATG CAGCAGTTGA TGACTTTAGA 900 

AATGAATTTA AAGTTCCTCC ATTTCAAGAT TGTATTTTAA GTTTCCTGGQ ATTTTCAGAT 960 

25 GAAGAQAAAA CCAATATGGA AOAAATGACT GAAAT6CAAG GAGGTAAATA TTTACCGCTT 1020 

GGAGATQAAA GATGCACTCA CCTTGTAGTT GAAQAQAATA TAGTAAAAGA TCTTCCCTTT 1080 

GAACCTTCAA AGAAACTTTA TGTTGTCAAG CAAGAGTGGT TCTGGGGAAG CATTCAAATG 1140 

GATGCCCGAG CTGGAGAAAC TATGTATTTA TAIGAAAAGG CAAATACTCC TGAGCTCAAG 1200 

AAATCAGTQT CAATGCTTTC TCTAAATACC CCTAACAGCA ATCGCAAACG ACGTCGTTTA 1260 

30 AAAGAAACAC TTGCTCAGCT TTCAAGAGAG ACAGACQTQT CACCATTTCC ACCCCOTAAG 1320 

CGCCCATCAG CTGAGCATTC CCTTTCCATA GGGTCACTCC TAGATATCTC CAACACACCA 1380 

GAGTCTAGCA TTAACTATGG AGACACXCCA AAGTCTTGTA CTAAGTCTTC TAAAAGCTCC 1440 

ACTCCAQTTC CTTCAAAGCA QTCAGCAAQG TGGCAAGTTQ CAAAAGAGCT TTATCAAACT 1500 

GAAAGTAATT ATGTTAATAT ATTGGCAACA ATTATTCAGT TATTTCAAGT ACCATTGGAA 1560 

35 GAGGAAGGAC AACGTGGTGG ACCTATCCTT GCACCAGAGG AGATTAAGAC TATTTTTGGT 1620 

AGCATCCCAG ATATCTTTGA TGTACACACT AAGATAAAGG ATGATCTTGA AGACCTTATA 1680 

GTTAATTGGG ATGAGAGCAA AAGCATTGGT GACATTTTTC TGAAATATTC AAAAGATTTG 1740 

GTAAAAACCr ACCCTCCCTT TGTAAACTTC TTTGAAATGA GCAAGGAAAC AATTATTAAA 1800 

TQTGAAAAAC AGAAACCAAG ATTTCATGCT TTTCTCAAGA TAAACCAAGC AAAACCAGAA 1860 

40 TGTGGACGGC AGAGCCTTGT TCAACTTCTT ATCCGACCAG TACAQAGGTT ACCCAQTGTT 1920 

GCATTACTTT TAAATGATCT TAAGAAGCAT ACAGCTGATG AAAATCCAGA CAAAAGCACT 1980 

TTAGAAAAAG CTATTGGATC ACTGAAGGAA GTAATGACGC ATATTAATGA GGATAAGAGA 2040 

AAAACAGAAG CTCAAAAGCA AATTTTTGAT GTTGTTTATG AAGTAGATGG ATGCCCAGCT 2100 

AATCTTTTAT CTTCTCACCG AAGCTTAGTA CAGCGGGTTG AAACAATTTC TCTAGGTGAG 2 ISO 

45 CACCCCTGTG ACAGAGGAGA ACAAGTAACT CTCTTCCTCT TCAATGATTG CCTAGAGATA 2220 

GCAAGAAAAC GGCACAAGGT TATTGGCACT TTTAGGAGTC CTCATGGCCA AACCCGACCC 2280 

CCAGCTTCTC TTAAGCATAT TCACCTAATG CCTCTTTCTC AGATTAAGAA GGTATTGGAC 2340 

ATAAGAGAGA CAGAAGATTQ CCATAATGCT TTTGCCTTGC TTQTGAGGCX: ACCAACAGAO 2400 

CAGGCAAATG TGCTACTCAG TTTCCAGATG ACATCAGATG AACTTCCAAA AGAAAACTGG 2460 

50 CTAAAGATGC TGTGTCGa'cA TGTAGCTAAC ACCATTTGTA AAGCAGATGC TGAGAATCTT 2520 

ATTTATACTG CTGATCCAGA ATCCTTTGAA GTAAATACAA AAGATATGGA CAGTACATTG 2580 

AGTAGAGCAT CAAGAGCAAT AAAAAAGACT TCAAAAAAGG TTACAAGAGC ATTCTCTTTC 2640 

TCCAAAACTC CAAAAAGAGC TCTTCGAAGG GCTCTTATGA CATCCCACXK3 CTCAGTGGAG 2700 

GGAAQAAGTC CTTCCAGCAA TQATAAGCAT GTAATQAQTC GTCTTTCTAQ CACATCATCA 2760 

55 TTAGCAGGTA TCCCTTCTCC CTCCCrTGTC AGCCTTCCTT CCTTCTTTGA AAGGAGAAGT 2820 

CATACGTTAA GTAGATCTAC AACTCATTTG ATATGAAG06 TTACCAAAAT CTTAAATTAT 2880 

AOAAATGTAT AGACACCTCA TACTCAAATA AGAAACTGAC TTAAATGGTA CTTGTAATTA 2940 

GCACTTGGTG AAAGCTOGAA GGAAGATAAA TAACACTAAA CTATGCTATT TGATTTTTCT 3000 

TCTTGAAAGA GTAAGGTTTA CCTGTTACAT TTTCAAGTTA ATTCS^TGTAA AAAATGATAG 3060 

60 TGATTTTGAT GTAATTTATC TCTTGTTTGA ATCTGTCATT CAAAGGCCAA TAATTTAAGT 3120 

TGCTATCAGC TGATATTAGT AGCTTTGCAA CCCTGATAGA GTAAATAAAT TTTATGGGCG 3180 

GGTGCCAAAT ACTGCT6TGA ATCTATTTGT ATAQTATCCA TGAATGAATT TATQGAAATA 3240 

GATATTTGTG CAGCTCAATT TATGCAOAGA TTAAATGACA TCATAATACT GGATGAAAAC 3300 

TTGCATAGAA TTCTGATTAA ATAGTGGGTC TGTTTCACAT GTGCAGTTTG AAGTATTTAA 3360 

65 ATAACCACTC CTTTCACAGT TTATTTTCTT CTCAAGCGTT TTCAAGATCT AGCATGTGGA 3420 

TTTTAAAAGA TTTGCCCTCA TTAACAAGAA TAACATTTAA AGQAGATTGT TTCAAAATAT 3480 

TTTTGCAAAT TGAGATAAGG ACAGAAAGAT TQAGAAACAT TGTATATTTT GCAAAAACAA 3540 

GATGTTTGTA GCTGTTTCAG AGAGAGTACG GTATATTTAT GGTAATTTTA TCCACTAGCA 3600 

AATCTTGATT TAGTTTGATA GTGTGTGGAA TTTTATTTTG AAGGATAAGA CCATGGGAAA 3660 

70 ATTGTGGTAA AGACTGTTTG TACCCTTCAT GAAATAATTC TGAAGTTGCC ATCAGTTTTA 3720 

CTAATCTTCT GTQAAATGCA TAGATATGCO CATGTTCAAC TTTTTATTOT GOTCTTATAA 3780 

TTAAATGTAA AATTGAAAAT TCATTTGCTG TTTCAAAGTG TGATATCTTT CACAATAGCC 3840 

TTTTTATAGT CAGTAATTCA GAATAATCAA GTTCATATGG ATAAATGCAT TTTTATTTCC 3900 

TATTTCTTTA GGGAGTGCTA CAAATGTTTG TCACTTAAAT TTCAAGTTTC TGTTTTAATA 3960 

75 GTTAACTGAC TATAGATTGT TTTCTATGCC ATQTATGTGC CACTTCTGAG AGTAGTAAAT 4020 

GACTCT7TGC TACATTTTAA AAGCAATTGT ATTAGTAAGA ACTTTGTAAA TAAATACCTA 4080 
AAACCCAAAA AAAAAAAAAA AAAAA 

Seq ID NO: 10 Protein sequence 
80 Protein Accession # : Q9H8V3 

X 11 21 31 41 51 

I t I I I I 

MAENSVLTST TGRTSLADSS IFD8KVTBIS KEMLLIGSTS YVEEEMPQIE TRVILVQEAG 60 

KQBELTKAIiK DIKVGFVKME SVEEPEGU5S PEFENVFWT DPQDSVFNDL YKADCRVIGP 120 

85 PWUICSQKG EPLPFSCRPL YCTSMMNLVL CFTGFRKKEE LVRLVTLVHH MGGVIRKDFN 180 
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SKVTHLVANC TQGEKPRVAV SLGTPlMXPE WIYKAWERRN EQDFYAAVDD FRNEFKVPPP 240 

QDCIPSFLGF SDEEKTKMEE KTEMQGGKYL PUsDERCTHL WEENIVKDL PPEPSKKLYV 300 

VKQEWFHGSI QMDARA6ETM YLYSKANTPE LKKSVSMLSL NTPNSNRKRR RLKCrLAQLS 360 

RDTDVSPFPP RKRPSAEHSL SIGSLLDISN TPESSZNYGD 7PKSCTKSSK 8STPVPSKQS 420 

ARVfQVAKELY QTESNYVNII* ATIIQLFQVP LEEEGQRGGP IIAPEEIKTI FGSIPDIPDV 480 

HTKIKDDLED LIVNWDESKS IGDIPtJCYSK DLVKTYPPFV NFFE^4SKETI IKCEKQKPRF 540 

HAFLKINQAK PECGRQSLVE LLIRPVQRLF SVALLLNDLK KHTADEtfPDK STLBKAIQSL 600 

KBVMTHINED KRiCrEAQKQI FDWYEVDGC PANLLSSHRS hVQRVETlBh GEHPCDRGEQ €60 

VTLFLFNDCL EIARKRHKVI GTPRSPHGQT RPPASLKHIH LMPLSQIKKV LDIRETEDCH 720 

NAFALLVRPP TEQANVLLSF QMTSOELPKE mOiKMLCRHV ANTICKADAE milYTADPES 7 BO 

FEVNTKDMDS TLSRASRAIK KTSKKVTRAF SFSKTPKRAL RRALMTSHGS VEGRSPSSND 840 
KHVMSRLSST SSLAGIPSPS LVSLPSPPER RSHTLSRSTT HLI 

Seq ID no I 11 DNA sequence 

Nucleic Acid Accession #: XM_044166 

Coding sequence) 1..1576 

1 11 21 31 41 51 

I 1 I I I I 

CTTTTGTTTC GCXIATGCCTA GTCTAGTGGT ATCTGGAATA ATGGAAAGAA ATGGGGGCTT 60 

TGGAGAACTA GGATOTTTCG GGGGAAGCGC TAAGGACCGA GGOCTGCTGG AAGACGAGCG 120 

CGCCCTTCAG CTGGCTCTCG ATCAACTCTG CX:TCCTQGGT TTGOGGGAGC CCCCCGCCCC 180 

CAGGGCGGGC GAGGACGGGG GAGGTGGGGG GGGCXX3CGCC CCCGCGCAGC CGACAGCCXX: 240 

CCCGCAGCCQ GCGCCGCCGC CGCCGCCCGC GGCGCCCCCG GCCGCCCCGA CGACGGCCXX 300 

CGCAGCGCAG ACGCCCCAGC CCCCCACCGC CCCXAAAGGG GCGAGOGACG CCAAGCTCTG 360 

CGCTCTCTAC AAAGAGGCCX3 AGCTGCGCCT GAAGGGCAGC AQCAACACCA CGGAGTGTGT 420 

TCCOGTGCCC ACCTCCGAGC ACGTGGCCGA GATOQTGGGC AGGCAAGGCT GCAAGATTAA 480 

GGCCTTGAGG GCCAAGACCA ACACCTACAT CAAGACACCG GTGAGGGGCX3 AQGAACCAGT 54 0 

GTTCATGGTQ ACAGGGCGAC GGGAGGACGT GGCCACAGCC CGGCGGGAAA TCATCTCAGC 600 

AGCGGAGCAC TTCTCCATOA TCCGTGCCTC CCGCAACAAG TCAGGOGCCG CCTTTGGTGT 660 

GGCTCX:TGCT CTGCCCGGCC AGGTQACCAT CXXSTQTGCXSG GTGCCCTACC GCGTGGTGGG 720 

GCTGGTGGTG GGCCCCAAAG GQGCAACCAT CAAGCGCATC CAGCAOCAAA CCAACACATA 780 

CATTATCACA CCAAGCCGTG ACCGCGACCC CXTTOTTCXSAG ATCAaSGGTG CCCCAGGCAA 840 

CGTGGAGCGT GCGCGCGAGG AGATCGAGAC GCACATCGOG GTGCGCACTG GCAAGATCCT 900 

CGAGTACAAC AATGAAAACX3 ACTTCCTQGC GGGGAGCCCC GACGCAGCAA TCGATAGCOG 960 

CTACTCX:gAC GCCTGGOGGG TGCACCAGCC CGGCTGCAAQ CCCCTCTCCA CCTTCCGGCA 1020 

GAACAGCCTG GGCTGCATCG GCGAGTGCGG AGTGGACTCT GGCTTTGAGQ CCCCACGCCT 1080 

GGGTGAGCAG GGCGGGGACT TTGGCTACGG CGGGTACCTC TTTCCGGGCT ATGG0GTGG6 1140 

CAAGCAGQAT GTGTACTACG GCGTGGCCGA GACTAGCCCC CCGCTGTGGG CGGGCCAGGA 1200 

GAACGCCACX3 CCCACCTCCG TGCTCTTCTC CTCTGCCTCC TCCTCCTCCT CCTCTTCOGC 1260 

CAAGGCCCGC GCTGGGCCCC CGGGCGCACA CCGCTCCCCT GCCACTTCCG CGGOACCCGA 1320 

GCTGGCCX5GA CTCCCGAGGC GCCCCCCGGG AGAGCOGCTC CAGGGCTTCT CTAAACTTGG 1380 

TGGGGGCGGC CTCCGGAGCC CCGGCGGCGG GCGGGATTGC ATGGTCTGCT TTGAGAGCGA 1440 

AGTGACTGCC GCCCTTQTQC CCTGCX3GACA CAACCTQTTC TGCATQGAGT GTGCAGTACG 1500 

CATCTGCGAG AGGACGGACC CAGAGTGTCC CGTCTGCCAC ATCACAGCCA CX3CAAGCXAT 1560 

CCGAATATTC TCCTAAGCCC CGTGCCCCAT GCCTCCX5GGG CCCACTCCAC TGGGCCCACC 1620 

CTGGACCTGT TTTCCACTAA AGCCTTTTGG AAAGCGGTGA TTTGAGGGGC AAGGTGCTTA 1680 

GAGATACTCG CTCGCTGOGG AAGGGGGGAQ GGAGGCAGTG GTGGCTGGAG GGTGCGCCAC 1740 

TTTCAGAGCC TCTGOTCACC CTGTCCTGGA AAQATTGGGA GGGGGCCA6A CTGAAAATTT 1800 

TACTAGAGTT ACAACTCTGA TACCTCAACA CACCCTTAAA TCTGGAAGCA GCTAAGAQAA 1860 

ACTTTTGTTT TGCCAGAGGT GGCCACTAAG GCATTCTGAC GCCCTCTGCC CACCTCCCCC 1920 

GCTGTGTGTC ACTCCACCCC TTCTTCCGAG GAGGGGGTGG GTAAAAGGGA GAGGGAGAAT 1980 

TACCACCTGT ATCTAGAGGT GCTCTTTGCA ATCCCTAAGC CCTCTGGTCC TGACCTCCGA 2040 

CCTCCCAGCT CTGTCTTGTT CCTTQTCTTT GTCTTTCTTC CCTTCCCCCT GCCCCTGCCC 2100 

CTACCAGCCC AGCTTTGGGG ACACCATCCT TCTGGGGAGA AGTAGGGGQA GGAATATTTG 2160 

GATGGTCCCT CCATTCCTCT TCAGGCATCT GGAGQCCCTC TCCCCCACTC CTCCAAAGAA 2220 

ACATCTCAAA TTATTGATGG AATGTATCCC CATTCTCAGT GAAAATGTGA GGAGGGGACT 2280 

AATACTGGGG TAAAGGGTCA AACCCCCACC TTCATCACTA TGGGCATTAT ATTTAGGGAG 2340 

TAGTTCTTGG GCTGGATTTT CTGGTTGTGG AAGTGGGGGC QCCAGAGTAG TGTGTCTGCT 2400 

ATTTAAAGGA GCAGGAAAGG GCGTGAGGCA GGAGGAGAGA CTGGTGOAGQ GAAGAOCTGC 2460 

TCCTCCCATQ CAGTGCCCGA CTCCCTGCAC CCCTCTCAAC CTGACCTGAA CCTTTATTGA 2520 

ATCCTTATTA GCTTGAATCC TTATTAGCTT GAATCCTCCA TGCAAATCAT GGAGTCTGTG 2580 

XeCCACCTGA TGTGQTTGAG GAGAAGCCAG QTCTTCAAAG AGQGGTCAGC CTGGGGCAAA 2640 

GCAGGACTGG GGGGAGGTGG GCAGCAGGGC CTATTCTQA(3 AATCACATAT TGTTACAGGC 2700 

CTTGCACCCC CTTTGCTGCT TCCCTCCTGC TCATTTOGGG CTQCCACCAG CTCTCCACCC 2760- 

TCCTGGTTCC GCTGGCCGGG CXyVAGAGAGQ ATGGAOGGAT GGGAGTCCCA GGAGATCCTT 2820 

GTAAATAGTG GGGTGGGACT GTTCTGAGTG ATCACCCGAG CACTTAAAGC TCCAGAGTCC 2880 

CATTCTTCCT GGATGGAGCA GGTGGAGGTG CAGAGGGGAT TTCCTCCTCT CCTTCCTCCT 2940 

GTCGAGAATT AACACCTCTC CACAGCCTTC CCCTCCAGAA CACCAGCCAG GGAGGGGTGG 3000 

GGAAGGAGGT CACAGCCAAG AAAACTGCCC TQTGACX3ACT TCCCTCCTTC CCGCCTATGT 3060 

GAGCCATCCT GAGATGTCTG TACAATAGAA ACCAAACCAA ATGGGCACCC TCGGTTGCCG 3120 

CGGGGCAGGT GGGGAGQGGQ GTGGGAAGAA GGGATGTCTG TCTGTCGTCC CCCTCX:CCCT 3180 

CTCX:ACTCTT TACCCACAAA GGCAGAAGAC TGTTACACTA GGGGGCTCAO CAAATTCAAT 3240 

CCCACCCTTA CCAATTGAGC CAAACCTAGA AACAAACACA AAACACGAAT AGTGAGAOAC 3300 

AAAATAGAGG AGAGAAAGAG AGCATGAGAG GGAGCGAGAC AGGCX3ACCAA CACAGAGGAG 3360 

AGAAAACAAA AATAGCAAAA AAAAAAAAAA AAAGCAGTTC TTTATAATTT AATATTCTAT 3420 
TTTAATAAAG QCGTTTATTA CCATATAAAT GTAGCAAAGA ACCTGGGCTA ATATGAA 

Seq ID KO: 12 Protein sequence 
Protein Accession #: XP_044166 

1 11 21 31 41 51 

I t i I I I 

FCFAMPSLW SGIMERNGGF GELGCFGGSA KDRGLLEDER ALQLALDQLC LLGLGEPPAP 60 

RAGEDGGGGG GGAPAQPTAP PQPAPFPPPA APPAAPTTAP AAQTPQPPTA PKGASDAKLC 120 

ALYKEAELRL KGSSKTTECV PVPTSEHVAB IVGRQGCKIK ALRAKTNTYI KTPVRQEEPV 180 

FMVTGRREDV ATARRBIISA AEHFSMIRAS RNKSGAAFGV APALPGQVTI RVRVPYRWG 240 
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LWGPKGATI KRIQQQTNTY IITPSRDRDP VFEITGAPGN VBRAREEIET HIAVRTGKIL 300 

EYNNENDFIA GSPDAAIDSR YSDAWRVHQP GCKPLSTFRQ NSLGCIGECG VDSGFEAPRL 360 

GEQGGDFGYG GYLPPGYGVG KQDWYGVAE TSPPLWAGQE NATPTSVLPS SASSSSSSSA 420 

KARAGPPGAH RSPAT5A0PE liAGLPRRPPG EPLQGPSKLG GGGLRSPGGG RDCKVCFESE 480 
5 VTAALVPCXIH NLFOffiCAVR ICERTDPECP VCttlTATQAI RIPS 

Seq ID tlOt 13 DMA sequence 
Nucleic Acid Accession Eos sequence 
Coding sequence] 1..2982 
10 1 11 21 31 41 51 

I I 1 I I I 

ATGGTTTTCT CTGTCAGGCA GTGTGGCCAT GTTGGCAGAA CTGAAGAAQT TTTACTGACG 60 

TTCAAGATAT TCCTTGTCAT CATTTGTCTT CATGTOOTTC TGOTAACATC CCTGGAAQAA 120 

GATACTQATA ATTCCAGTTT GTCACCACCA CCTGATGTTA CTTTAAGCTT ACTCCCTTCA 180 

15 AA0GAAACA6 AAAAAACTAA AATCACTATA OTAAAAACCT TCAATGCTTC AGGCGTCAAA 240 

CCCCAGAGAA ATATCTGCAA TTTGTCATCT ATTTGCAATG ACTCAGCATT TTTTAGAGGT 300 

GAGATCATGT TTCAATATGA TAAAGAAAGC ACTGTTCCCC AGAATCAACA TATAACGAAT 360 

GGCACCTTAA CTGGAGTCCr GTCTCTAAGT GAATTAAAAC GCTCAGAGCT CAACAAAACC 420 

CTGCAAACCC TAAGTGAGAC TTACTTTATA ATGTGTGCTA CAQCAGAGGC CCAAAGCACA 480 

20 TTAAATTGTA CATTCACAAT AAAACTGAAT AATACAATOA ATGCATGTOC TGTAATAGCT 540 

GCTTTGGAAA GAGTAAAGAT TCGACCAATG GAACACTGCT GCTGTTCTGT CAGGATACCC 600 

TGCCCTTCCT CCCCAGAAGA GTTGGAAAAG CTTCAGTGTQ ACCTGCAGGA TCCCATTGTC 660 

TGTCTTGCTQ ACCATCCACG TGGCCCACCA TTTTCTTCCA GCCAATCCAT CCCAGTGGTG 720 

. CCTCGGGCCA CTGTGCTTTC CCAGGTCCCC AAAGCTACCT CTTTTGCTGA GCCTCCAGAT 780 

25 TATTCACCTG TGACXXACAA TGTTCCCTCT CCAATAGGGG AGATTCAACC CCTTTCACCC 840 

CAGCCTTCAG CTCCCATAGC TTCCAGCCCT GCCATTGACA TGCCXCCACA GTCTGAAAOG 900 

ATCTCTTCCC CTATGCCCCA AACCCATGTC TCCGGCACCC CACCTCCTGT QAAAQCCTCA 960 

TTTTCCTCTC CCACOGTGTC TGCCCCTGCG AATGTCAACA CTACCAGCGC ACCTCCTGTC 1020 

CAOACAGACA TCGTCAACAC CAGCAGTATT TCTGATCTTG AGAACCAAGT GTTGCAGATG 1080 

30 GAGAAGGCTC TGTCCTTGGG CAGCCTGGAQ CCTAACCTCG CAGOAGAAAT GATCAACCAA 1140 

GTCAGCAGAC TCCTTCATTC CCCGCCTGAC ATGCTGGCCC CTCTGGCTCA AAGATTGCTG 1200 

AAAGTAGTGG ATGACATTGG CCTACAGCTG AACTTTTCAA ACACGACTAT AAGTCTAACC 1260 

TCCXXrrTCTT TGGCTCTGGC TGTGATCAQA GTGAATGCCA GTAGTTTCAA CACAACTACC 1320 

TTTGTGGCCC AAGACCCTGC AAATCTTCAG GTTTCTCTGG AAACCCAAGC TCCTGAGAAC 1380 

35 AGTATTGGCA CAATTACTCT TCXTTTCATOG CTGATGAATA ATTTACCAQC TCATGACATG 1440 

GAGCTAGCTT CCAGGGTTCA GTTCAATTTT TTTGAAACAC CTGCTTTGTT TCAQGATCCT 1500 

TCCCTGGAQA ACCTCTCTCT GATCAGCTAC GTCATATCAT CGAGTGTTGC AAACCTOACC 1560 

OTCAOGAACT TGACAAGAAA CGTGACAGTC ACATTAAAGC ACATCAACCC GAGCCAGGAT 1620 

GAGTTAACAG TGAGATOTGT ATTTTGGQAC TTGGGCAGAA ATGGTGGCAG AGGAGGCTGG 1680 

40 TCAGACAATG GCTGCTCTGT CAAA6ACAGO AGATTGAATG AAACCATCTG TACCTGTAGC 1740 

CATCTAACAA GCTTCGGCGT TCTGCTGGAC CTATCTAGGA CATCTGTGCT GCCTGCTCAA 1800 

ATGATGGCTC TGACGTTCAT TACATATATT GGTTGTGGGC TTTCATCAAT TTTTCTGTCA 1860 

GTGACTCTTG TAACCTACAT AGCTTTTGAA AAGATCCGGA GGGATTACCC TTCCAAAATC 1920 

CTCATCCAGC TGTGTGCTGC TCTGCTTCTQ CTGAACCTGG TCTTCCTCCT GGACTCX3TGG 1980 

45 ATTGCTCTQT ATAAGATGCA AGGCCTCTGC ATCTCAGTGG CTGTATTTCT TCATTATTTT 2040 

CTCTTGGTCT CATTCACATG GATGGGCCTA GAAGCATTCC ATATGTACCT GGCCCTTGTC 2100 

AAAGTATTTA ATACTTACAT CXX3AAAATAC ATCCTTAAAT TCTGCATTGT CGGTTGGGGG 2160 

GTACCAGCTG TGGTTGTGAC CATCATCCTG ACTATATCCC CAGATAACTA TGGGCTTGGA 2220 

TCCTATGGGA AATTCCCCAA TGGTTCACCXS GATGACTTCT GCTGQATCAA CAACAATGCA 2280 

50 GTATTCTACA TTACGGTGGT GGGATATTTC TGTGTGATAT TTTTGCTQAA CGTCAGCATG 2340 

TTCATTGTGG TCCTGGTTCA GCTCTGTCGA ATTAAAAAGA AGAAGCAACT GGGAGCCCAG 2400 

CGAAAAACCA GTATTCAAGA CCTCAGGAGT ATCGCTGGCC TTACATTTTT ACTGGGAATA 2460 

ACTTGGGGCT TTGCCTTCTT TGCCTGGGGA CCAGTTAAOG TGACCTTCAT GTATCTrGTTT 2520 

GCCATCTTTA ATACCTTACA AGGATTTTTC ATATTCATCT TTTACTQTGT GGCCAAAGAA 2580 

55 AATGTCAGGA AGCAATGGAG GCGGTATCTT TGTTGTGGAA AGTTACGGCT OGCTGAAAAT 2640 

TCTGACTGGA GTAAAACTGC TACTAATGGT TTAAAGAAGC AGACTGTAAA CCAAGGAGTQ 2700 

TCCAGCTCTT CAAATTCCTT ACAGTCAAGC AGTAACTCCA CTAACTCCAC CACACTGCTA 2760 

GTGAATAATG ATT6CTCAGT ACACGCAAGC GGOAATGGAA ATGCXTCTAC AGAGAGGAAT 2820 

GGGGTCTCTT TTAGTGTTCA GAATGGAQAT GTGTGCCTTC ACGATTTCAC TGGAAAACAG 2880 

60 CACATGTTTA ACGAGAAGGA AGATTCCTGC AATGGGAAAG GCCGTATGGC TCTCAGAAGQ 2940 
ACTTCAAAGC GGGGAAGCTT ACACTTTATT GAGCAAATGT GA 

Seq ID NOi 14 Protein sequence 
Protein Accession #» Eos sequence 
65 1 11 21 31 41 51 

I 1 ] 11 I 

MVFSVRQOGH VGRTEEVLLT FKIFLVIICIi HWLVTSLEE DTDNSSLSPP PDVThSLhPS 60 

NETEKTKITI VKTPNASGVK PQRNICMIiSS ICNDSAFFRG EIMPQYDKES TVPQNQHITN 120 

GTLTGVLSLS ELKRSELNKT LQTLSETYFI MCATAEAQST UNCTPTIKLN NTMNACAVIA 180 

70 ALERVKIRPM EHCCCSVRIP CPSSPEELEK LQCDLQDPIV CLADHPRGPP FSSSQSIPW 240 

PRATVLSQVP KATSFAEPPD YSPVTHNVPS PIGEIQPLSP QPSAPIASSP AIDMPPQSET 300 

ISSPMPQTHV SGTPPPVKAS FSSPTVSAPA NVNTTSAPPV QTDIVNTSSI SDLEKQVDQM 360 

EKALSLQSLE PHLAGEMINQ VSRLLH5PPD MLAPLAQRLL KVAmDIGLQL HFSNTTISLT 420 

SPSLAIAVIR VNASSFNTTT FVAQDPANLQ VSLETQAPEN SIGTITLPSS LMNNLPAHDM 4 BO 

75 ELASRVQFMF FETPALFQDP SLENLSLISY VISSSVANLT VRNLTRNVTV TLKHINPSQD 540 

ELTVRCVFWD LGRNGGRGGW SDNGCSVKDR RLNETICTCS HLTSPGVLLD LSRTSVLPAQ 600 

MMALTFITYI QCGLSSIPLS VTLVTYIAFE KIRHDYPSKI LIQLCAAI*I*li LNLVPLLDSW 660 

lALYKMQGLC ISVAVFLHYP LLVSPTWMGli EAFHMYLALV KVFNTYIRKY ILKPCIVGWG 720 

VPAVWTIIL TISPDNYGLG SYGKPPNGSP DDFCWINNHA VFYITWGYP CVIPLLNVSM 780 

80 PIWLVQLCR IKKKKQLGAQ RKTSIQDLRS lAGLTFLLGI TWGPAPFAWG PVNVTPMYLF 840 

AIFNTLQGFF IFIFYCVAKE KVRKQVfRRYL CCGKLRLAEN SDWSKTATNQ LKKCTVNQGV 900 

SSSSNSLQSS SNSTNSTTLL VNNDCSVHAS GNGNASTERN GVSPSVQNGD VCLHDFTGKQ 960 
HMPNEKEDSC KGKGRMALRR TSKRGSLHFI BQM 

85 seq ZD NO I 15 DNA sequence 
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Nucleic Acid AcceGsion Si Eos sequence 
Coding sequence I 1..2904 

1 11 21 31 41 51 

. ! I I I I I 

J ATGGTTTTCT CTGTCAGGCA GTGTGGCCAT GTTGGCAGAA CTGAAGAAGT TTTACTGACG 60 

TTCAAGATAT TCCTTGTCAT CATTTOTCTT CATGTCGTTC TGGTAACATC CCTGOAAGAA 120 

QATACTGATA ATrCCAGTTT GTXyvCCACCA CCTOATGTTA CTTTAAQCTT ACTCCCTTCA 180 

AACQAAACAG AAAAAACTAA AATCACTATA GTAAAAACCT TCAATGCTTC AGGCGTCAAA 240 

CCCCAGAGAA ATATCTGCAA TTTGTCATCT ATTTGCAATG ACTCAGCATT TTTTAGAGGT 300 

10 GAGATCATGT TTCAATATGA TAAAOAAAGC ACTGTTCCCC AGAATCAACA TATAACOAAT 3 GO 

GGCACCTTAA CTGGAGTCCT GTCTCTAAGT GAATTAAACA CATTAAATTG TACATTCACA 430 

ATAAAACTGA ATAATACAAT GAATGCATCT GCTGTAATAG CTGCTTTGGA AAGAGTAAAG 480 

ATTCJGACCAA TGGAACACTG CTGCTGTTCT GTCAGGATAC CCTGCCCTTC CTCCCCAGAA 540 

GAGTTGGAAA AGCTTCAGTG TOACCTGCAG QATCCCATTG TCTOTCTTGC TGACCATCCA 600 

15 CGTGGCCCAC CATTTTCTTC CAGCCAATCC ATCCCAGTGG TQCXTTCGGGC GACTGTQCTT 660 

TCCCAGGTCC CCAAAGCTAC CTCTTTTGCT GAGCCTCCAG ATTATTCACC TGTGACCCAC 720 

AATGTTCCCT CTCCAATAGG GGAGATTCAA CCCCTTTCAC CCCAGCCTTC AGCTCXXIATA 780 

GCTTCCAGCC CTGCCATTGA CATGCCCCCA CAGTCTGAAA CGATCTCTTC CCCTATGCCC 840 

CAAACCCATG TCTCCX3QCAC CCCACCTCCT QTOAAAGCCT CATTTTCCTC TCCCACCGTG 900 

20 TCTQCCCCTG CGAATGTCAA CACTACCAGC GCACCTCCTG TCCAGACAGA CATCOTCAAC 960 

ACCAGCAGTA TTTCTGATCT TGAGAACCAA GTGTTGCAGA TGGAGAAGGC TCTGTCCTTG 1020 

GGCAGCCTGG AGCCTAACCT CGCAGGAGAA ATGATCAACC AAGTCAGCAG ACTCCTTCAT 1080 

TCCCCGCCTG ACATGCTGGC CCCTCTGGCT CAAAGATTGC TGAAAGTAGT GGATGACATT 1140 

GGCCTACAGC TGAA Cl ' lTi 'C AAACACGACT ATAAGTCTAA CCTGCCCTTC TTTQGCTCTG 1200 

25 GCTGTGATCA GAGTGAATGC CAGTAGTTTC AACACAACTA CCTTTGTGGC CCAAGACCCT 1260 

GCAAATCTTC AGGTTTCTCT GGAAACCCAA OCTCCTGAGA ACAGTATTGG CACAATTACT 1320 

CTTCCTTCAT CGCTGATGAA TAATTTACCA GCTCATGACA TGGAOCTAGC TTCCAQGGTT 1380 

CAGTTCAATT TTTTTGAAAC ACCTGCTTTG TTTCAGGATC CTTCCCTGGA QAACCTCTCT 1440 

CTQATCAQCT AOGTCATATC ATCGAGTGTT GCAAACCTGA CCGTCAGGAA CTTGACAAGA 1500 

30 AACGTGACAG TCACATTAAA GCACATCAAC CCGAGCCAGG ATGAGTTAAC AGTGAGATGT 1560 

GTATTTTGGG ACTTGGGCAG AAATGGTGQC AGAGQAGGCT GGTCAGACAA TGGCTGCTCT 1620 

GTCAAAGACA GGAGATTGAA TGAAACCATC TQTACCTQTA GCCATCTAAC AAQCTTCGGC 1680 

GTTCTGCTOG ACCTATCTAG GACATCTGTG CTGCCTGCTC AAATGATGGC TCTQACGTTC 17*40 

ATTACATATA TTGGTTQTGQ GCTTTCATCA ATTTTTCTGT CAGTGACTCT TGTAACCTAC 1800 

35 ATAGCTTTTG AAAAGATCCG GAGOGATTAC CCTTCCAAAA TCCTCATCCA GCTGTGTGCT 1860 

GCTCTGCTTC TGCTGAACCT GGTCTTCCTC CTGGACTCGT GGATTGCTCT QTATAAGATQ 1920 

CAAGGCCTCr GCATCTCAGT GGCTGTATTT CTTCATTATT TTCTCTTGGT CTCATTCACA 1980 

TGGATGGGCC TAGAAGCATT CCATATGTAC CTGGCCCTTG TCAAAGTATT TAATACTTAC 2040 

ATCCGAAAAT ACATCCTTAA ATTCTGCATT GTCGGTTGQG GGGTACCAGC TGTGGTTGTG 2100 

40 ACCATCATCC TGACTATATC CCCAGATAAC TATGGGCTTO GATCCTATGG QAAATTCCCC 2160 

AATGGTTCAC CGGATGACTT CTGCTGGATC AACAACAATG CAGTATTCTA CATTACOQTG 2220 

QTGGGATATT TCTGTGTGAT ATTTTTGCTQ AACGTCAGCA TGTTCATTGT GGTCCTGGTT 2280 

CAGCTCTOTC 6AATTAAAAA GAAGAAGCAA CTGGGAGCCC AGCGAAAAAC CAGTATTCAA 2340 

GACCTCAGGA GTATCGCrGG CCTTACATTT TTACTGGGAA TAACTTGGGG CTTTGCCTTC 2400 

45 TTTGCCTGGG GACCAGTTAA CGTGACCTTC ATGTATCTGT TTGCCATCTT TAATACCTTA 2460 

CAAGGATTTT TCATATTCAT CTTTTACTGT GTGGCCAAAG AAAATGTCAO GAAQCAATGG 2520 

AGGCOGTATC TTTGTTGTGG AAAGTTACGG CTGGCTGAAA ATTCTGACTG GAGTAAAACT 2580 

QCTACTAATG QTTTAAAGAA GCAGACTGTA AACCAAGGAG TGTCCAQCTC TTCAAATTCC 2640 

TTACAGTCAA GCAGTAACTC CACTAACTCC ACCACACTGC TAGTGAATAA TQATTGCTCA 2700 

50 GTACACGCAA GCGGGAATGG AAATGCTTCT ACAGAGAGGA ATGGGGTCTC TTTTAGTGTT 2760 

CAGAATGGAG ATGTGTGCCT TCACGATTTC ACTGGAAAAC AGCACATGTT TAACGAGAAG 2020 

GAAGATTCCT GCAATGQGAA AGGCCGTATO GCTCTCAGAA GGACTTCAAA GCGGGGAAGC 2880 
TTACACTTTA TTGAGCAAAT GTGA 

55 Seq ID KOt 16 Protein sequence 

Protein Accession #t Eos sequence 

1 11 21 31 41 51 

I I I i i I 

MVFSVROOGH VGRTEEVLLT FKIFLVIICL HWLVTSLEE DTDNSSLSPP PDVTLSLIiPS 60 

60 NETEKTKITI VKTFNASOVK PQRNICNLSS ICNDSAFFRG EIMFQYDKES TVPQNQHITN 120 

GTLTGVLSLS ELNTLNCTFT IKLKNTMNAC AVIAALERVK IRPKEHCCCS VRIPCPSSPE 180 

ELEKLQCDLQ DPIVCLADHP RGPPFSSSQS IPWPRATVL SQVPKATSPA EPPDYSPVTH 240 

NVPSPIGEIQ PLSPQPSAPI ASSPAIDMPP QSETISSPMP QTHVSGTPPP VKASFSSPTV 300 

SAPANVNTTS APPVQTDIVK TSSISDLEMQ VLQMEKALSL GSLEPNLAGE MINQVSRLLH 360 

65 SPPDMLAPLA QRLLKWDDI GLQIiNFSNTT ISLTSPSLAL AVIRVNASSP NTTTFVAQDP 420 

ANIiQVSLETQ APSNSIGTIT LPSSX^MNNLP AHDMEIASRV QPMFPETPAL FQDPSLENLS 480 

LISyVISSSV ANLTVRNLTR NVTVTLKHIM PSQDELTVRC VPWDLGRNGG RGGWSDNGCS 540 

VKDRRLNETI CTCSHLTSFG VLLDLSRTSV LPAQMMALTP ITYIGCGLSS IFLSVTLVTy 600 

lAPEKIRRDY PSKILIQLCA ALLLLMLVFL LDSWIALYKM QGLCISVAVF LHYPLLVSPT 660 

70 WMGLEAFHMY LALVKVPMTY IRKYILKPCI VGWGVPAVW TtlLTISPDN YGLGSYGKPP 720 

NGSPDDPCWI NNNAVFYITV VGYFCVIFLL NVSMFIWIiV QLCRIKKKKQ LGAQRKTSIQ 780 

DI4RSIAGLTF LLGITWQPAF PAWGPVNVTP MYLFAIFNTL QGFFIPIFYC VAKENVRKQW 840 

RRYLCCGKLR LAEKSDWSKT ATNGLKKQTV NQGVSSSSK5 LQSSSNSTNS T7LLVNNDCG 900 

VHASGMGNAS TERNGVSFSV' QNGDVCLHDP TGKQHMFNEK EDSCNGKORM ALRRTSKRGS 960 

75 LHPIEQM 

Seq ID NO> 17 DNA sequence 
Nucleic Acid Accession ft: Eos sequence 
Coding sequence: 1..2811 
80 1 11 21 31 41 51 

I I t I I I 

ATGGTTTTCT CTGTCAGGCA GTGTGGCCAT GTTGGCAGAA CTGAAGAAGT TTTACTGACG 60 

TTCAAGATAT TCCTTOTCAT CATTTGTCTT CATGTCGTTC TOGTAACATC CCTGOAAGAA 120 

GATACTGATA ATTCCAGrTT GTCACCACCR CCTGAG6TTG AAACAACAAQ CCTCAATGAT 180 

85 GTTACTTTAA GCTTACTCCC TTCAAACGAA ACAGGCGTCA AACCCCAGAQ AAATATCTQC 240 
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AATTTGTCAT CTATTTGCAA TGACTCAQCA TTTTTTAGAG GTGAGATCAT GTTTCAATAT 300 

GATAAAGAAA GCACTGTTCC CCAGAATC3U^ CATATAAOGA ATGGCACCTT AACTGGAGTC 360 

CTGTCTCTAA GTGAATTAAA ACGCTCAGAG CTCAACAAAA CCCTGCAAAC CCTAAGTOAG 420 

ACTTACTTTA TAATQTCTGC TACAGCAGAQ GCCCAAAOCA CATTAAATPG TACATTCACA 480 

ATAAAACTGA ATAATACAAT GAATGCATGT GCTGTAATAG CTGCTTTGGA AAGAGTAAAG 540 

ATTCGACCAA TGGAACACTO CTOCTOTTCT GTCAGGATAC CCTGCCCTTC CTCCCCAGAA 600 

GAOTTGQAAA AGCTTCAGTG TOACCTGCAG QATCCCATTG TCTGTCTTGC TGACCATCCA 660 

CGTGGCCCAC CATTTTCTTC CAGCCAATCC ATCCCAGTGQ TGCCTCGGGC CACTGTGCTT 720 

TCCCAGGTCC CCAAAGCTAC CTCTTTTGCT GAGCCTCCAG ATTATTCACC TGTGACCCAC 780 

AATGTTCCCT CTCCAATAGG GGAGATTCAA CX:CCTTTCAC CCCAGCCTTC AGCTCCCATA 840 

GCTTCCAGCC CTGCCATTQA CATGCCCCCA CAGTCTQAAA CGATCTCTTC CCCTATGCCC 900 

CAAACCCATG TCTCCGGCAC CCCACCTCCT GTGAAAGCCT CATTTTCCTC TCCCACCGTG 960 

TCTGCCCCTG CGAATGTCAA CACTACCAGC GCACCTCCTG TCCAQACAGA CATCX3TCAAC 1020 

ACCAGCAGTA TTTCTGATCT TGAGAACCAA GTGTTGCAGA TGGAGAAGGC TCTGTCCTTG 1080 

GGCAGCCTGG AQCCTAACCT CGCAGGAGAA ATQATCAACC AAGTCAGCAG ACTCCTTCAT 1140 

TCCCCGCCTG ACATGCTGGC CCCTCTQaCT CAAAGATTGC TQAAAGTAQT GGATQACATT 1200 

GGCCTACAGC TGAACTTTTC AAACACGACT ATAAGTCTAA CCTCCCCTTC TTTGQCTCTG 1260 

GCTGTGATCA GAGTGAATGC CAGTAGTTTC AACACAACTA CCTTTGTGGC CCAAGACCCT 1320 

GCAAATCTTC AGGTTTCTCT GGAAACCCAA GCTCCTGAGA ACAGTATTGG CACAATTACT 1380 

CTTCCTTCAT CXSCTOATGAA TAATTTACCA GCTCATGAC31 TGGAGCTAGC TTCCAGGGTT 1440 

CAGTTCAATT TTTTTGAAAC ACCTGCTTTO TTTCAOGATC CTTCCCTGGA GAACCTCTCT 1500 

CTGATCAGCT ACGTCATATC ATCGAGTGTT GCAAACCTGA COGTCAGGAA CTTGACAAGA 1560 

AAOGTGACAO TCACATTAAA GCACATCAAC COGAGCCAGG ATGAGTTAAC AGTGAGATGT 1620 

GTATTTTGGG ACTTGGGCAG AAATGGTGGC AGAGGAGGCT GGTCAGACAA TQGCTQCTCT 1680 

GTCAAAGACA GGAGATTGAA TGAAACCATC TGTACCTGTA GCCATCTAAC AAGCTTCGGC 1740 

QTTCTGCTGO ACCTATCTAG GACATCTGTG CTQCCTGCTC AAATGATGGC TCTGACCrTC 1800 

ATTACATATA TTGGTTGTGG GCTTTCATCA ATTTTTCTGT CAGTGACTCT TGTAACCTAC 1860 

ATAGCTTTTG AAAAGATCCG GAGGGATTAC CCTTCCAAAA rCCTCATCCA GCTGTGTGCT 1920 

GCTCTGCTTC TGCTGAACCT GGTCTTCCTC CTGGACTCGT GGATTGCTCT GTATAAGATG 1980 

CAAGOCCTCT GCATCTCAOT GGCTGTATTT CTTCATTATT TTCTCTTGGT CTCATTCACA 2040 

TGGATGGGCC TAGAAGCATT CCATATGTAC CTGGCCCTTG TCAAAGTATT TAATACTTAC 2100 

ATCCGAAAAT ACATCCTTAA ATTCTGCATT GTCGGTTGGG GGGTACCAGC TGTGGTTGTG 2160 

ACCATCATCC TGACTATATC CCCAGATAAC TATGGGCTTG GATCCTATGG GAAATTCCCC 2220 

AATGGTTCAC CGGAT6ACTT CTGCTGGATC AACAACAATG CAGTATTCTA CATTACGGTG 22 80 

GTGGGATATT TCTCTGTGAT ATTTTTGCTQ AACGTCAQCA TGTTCATTGT GGTCCTGGTT 2340 

CAGCTCTGTC QAATTAAAAA GAAGAAGCAA CTGGGAGCCC AGCGAAAAAC CAGTATTCAA 2400 

GACCTCAGGA GTATCGCTGG CCTTACATTT TTACTGGGAA TAACTTGGGG CTTTGCCTrC 2460 

TTTGCCTGGG QACCAGTTAA CX3TGACCTTC ATGTATCTGT TTGCCATCTT TAATACCTTA 2520 

CAAGGATTTT TCATATTCAT CTTTTACTGT GTGGCCAAAG AAAATGTCAG GAAGCAATGG 2580 

AGGCGGTATC TTTQTTGTGG AAAGTTACGO CTGGCTGAAA ATTCTGGAAA TGCTTCTACA 2640 

GAGAGGAATG GGGTCTCTTT TAGTGTTCAG AATGGAOATG TGTGCCTTCA CGATTTCACT 2700 

GGAAAACAGC AGATGTTTAA CX3AGAAGGAA GATTCCTGCA ATGGGAAAGQ CCGTArGGCT 2760 
CTCAGAAGGA CTTCAAAGCQ GGGAAGCTTA CACTTTATTG AGCAAATGTG A 

Seq ID NO I IB Protein sequence 
Protein Accession #t Eos secpience 

1 11 21 31 41 51 

I 1 1 1 i I 

MVFSVRQCGH VGRTEEVLLT FKIFLVIICL HWIiVTSLEE DTDNSSLSPP PEVETTSLND 60 

VTLSLLPSNE TGVKPQRNIC KLSSICNDSA FPRGEIMPQY DKESTVPQNQ HITNGTIiTGV 120 

LSLSELKRSE LNKTLQTL6E TYPIMCATAE AQSTLNCTPT IKI.KNTMNAC AVIAALERVK 180 

IRPMEHCCCS VRIPCPSSPE ELBKLQCDLQ DPIVCLADHP RGPPPSSSQS IPWPRATVL 240 

SQVPKATSFA EPPDYSPVTH NVPSPIGEIQ PLSPQPSAPI ASSPAIDMPP QSBTISSPMP 300 

QTHVSGTPPP VKASPSSPTV SAPANVNTTS APPVQTDIVN TSSISDLENQ VLQMEKALSL 360 

GSLEPNLAGE MINQVSRLLH SPPDMLAPLA QRLLKWDDI GLQLNFSNTT ISLTSPSLAL 420 

AVIRVNASSF NTTTFVAQDP AKLQVSLETQ APENSIQTIT LPSSLMNNLP AHDMELASRV 480 

QFNFFETPAL FQDPSLENI/S LISYVISSSV ANLTVRNLTR NVTVTLKHIN PSQDELTVRC 540 

VFWDLGRNGG RGGWSDNGCS VKDRRLNETI CTCSHLTSFG VLL0LSRTSV LPAQMMALTF 600 

ITYIGCQLSS IFLSVTLVTY lAFEKIRRDY PSKILIQLCA ALLLLNLVFL LDSWIALYKM 660 

QGLCISVAVF LHYFLLVSFT WMGLEAFHMY LALVKVPNTY IRKYILKFCI VGWGVPAVW 720 

TIILTISPDN YGLGSYGKFP NGSPDDFCWI NNNAVFYITV VOYFCVIPLL NVSMFIWLV 780 

QLCRIKKKKQ LGAQRKTSIQ DLRSIAGLTF LLGITWGPAF FAWGPVNVTF MYLFAIFNTL B40 

QGFFIPIFYC VAKENVRKQW RRYLCOGKLR LAENSGNAST ERNGVSFSVQ NGDVCLHDFT 900 
GKQHHFNEKE DSCNGKGRMA LRRTSKRGSL HFIEQM 

Seq ID NO; 19 DMA sequence 

Nucleic Acid Accession #: Bos sequence 

Coding sequence: 1 . . 3045 

1 11 21 31 41 51 

J I I I I I 

ATGGTTTTCT CTGTCAGGCA GTGTGGCCAT GTTQGCAGAA CTOAMsAAGT TTTACTGACX3 60 

TTCAAGATAT TCCTTGTCAT CATTTGTCTT CATGTCGTTC TGOTAACATC CCTGGAAGAA 120 

GATACTGATA ATTCCAGTTT GTCACCACCA CCTGCTAAAT TATCTGTTGT CAGTTTTGCC 180 

CCCTCCTCCA ATGAGGTTGA AACAACAAGC CTCAATGATG TTACTTTAAG CTTACTCCXTT 240 

TCAAACGAAA CAGAAAAAAC TAAAATCACT ATAGTAAAAA CCTTCAATGC TTCAGGCGTC 300 

AAACCCCAGA GAAATATCTG CAATTTGTCA TCTATTTGCA ATQACTCAGC ATTTTTTAGA 360 

GGTGAGATCA TGTTTCAATA TGATAAAGAA AQCACTGTTC CCCAGAATCA ACATATAACG 420 

AATGGCACCT TAACTGGAGT CCTGTCTCTA AGTQAATTAA AACGCTCAGA GCTCAACAAA 480 

ACCCTGCAAA CCCTAAGTGA GACTTACTTT ATAATGTGTG CTACAGCAGA GGCCCAAAGC 540 

ACATTAAATT GTACATTCAC AATAAAACTG AATAATACAA TGAATGCATG TGCTGCAATA 600 

GCCGCTTTG<? AAAGAGTAAA GATTCGACXA ATGGAACACT GCTGCTGTTC TGTCAGGATA 660 

CCCTGCCCTT CCTCCCCAGA AGAQTTGGGA AAGCTTCAGT GTGACCTGCA GGATCCCATT 720 

GTCTOTCTTO CTGACCATCC AOSTQGCCCA CCATTTTCrr CCAGCCAATC CATCCCAGTG 760 

GTGCCTCGGQ CCACTGTGCT TTCCCAGQTC CCCAAAGCTA CCT LTX l 'TGC TGAGCCTCCA 840 

GATTATTCAC CTGTGACCCA CAATGTTCCC TCTCCAATAG GGGAGATTCA ACCCCTTTCA 900 
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wo 02/102235 PCT/US02/19297 



CCCCAGCCTT CAGCTCCCAT AGCTTCCAGC CCTGCCATTG ACATGCCCCC ACAOTCTGAA 960 

ACGATCTCTT CCCCTATCCC CCAAACCCAT GTCTCOGGCA CCCCACCTCC TGTGAAAGCC 1020 

TCATTTTCCT CTCCCACCGT OTCTGCCCCT GOOAATOTCA ACACTACCAG CGCACCTCCT 1080 

GTCCAOACAQ ACATCGTCAA CACCAGCAGT ATTTCTQATC TTGAGAACCA AGTGTTGCAG 1140 

5 ATGGAGAAGG CTCTGTCCTT GGQCAGCCTO QAGCCTAACC TCX3CAGGAGA AATGATCAAC 1200 

CAAGTCAGCA GACTCCTTCA TTCCCCGOCT GACATGCTGG CCCCTCTGGC TCAAAGATTQ 1260 

CTGAAAGTAG TGGATX3ACAT TGGCCTACAG CTGAACTTTT CAAACAOSAC TATAAGTCTA 1320 

ACCTCCCCTT CTTTGGCTCT GGCTGTGATC AGAGTGAATG CCAGTAGTTT CAACACAACT 1380 

ACCTTTGTGG CCCAAGACXX: TGCAAATCTT CAGOTTTCTC TGGAAACCCA AGCTCCTGAG 1440 

1 0 AACAGTATTG QCACAATTAC TCTTCCTTCA TOGCTGATOA ATAATTTACC AGCTCATGAC 1500 

ATGGAGCTAG CTTCCAGGGT TCAGTTCAAT TTTTTTGAAA CACCTGCTTT GTTTCAGGAT 1560 

CCTTCCCTGG AGAACCTCTC TCTGATCAGC TACGTCATAT CATOOAGTGT TGCAAACCTG 1620 

ACCGTCAGGA ACTTGACAAG AAAOGTGACA GTCACATTAA AGCACATCAA CCCGAGCCAO 1680 

GATGAGTTAA CAGTGAGATG TOTATTTTGG GACTTGGGCA GAAATGGTGG CAQAGQAGGC 1740 

15 TGGTCAGACA ATOGCTQCTC TOTCAAAGAC AGGAGATTGA ATQAAACCAT CTGTACCTGT 1800 

AGCCATCTAA CAAGCTTCGG CGTTCTGCTG GACCTATCTA GGACATCTGT GCTGCCTGCT 1860 

CAAATQATGG CTCTGACX5TT CATTACATAT ATTGGTTQTG GGCTTTCATC AATTTTTCTO 1920 

TCAGTGACTC TTGTAACCTA CATAGCTTTT GAAAAGATCC GGAGGGATTA CCCTTCCAAA 1980 

ATCCTCATCC AGCTGTOTGC TQCTCTGCTT CTGCTQAACC TGGTCTTCCT CCTGGACTOG 2040 

20 TGGATTGCTC TGTATAAGAT GCAAGGCCTC TGCATCTCAO TGQCTGTATT TCTTCATTAT 2100 

TTTCTCTTGG TCTCATTCAC ATGGATGGGC CTAGAAGCAT TCCATATGTA CCTGGCCCTT 2160 

GTCAAAGTAT TTAATACTTA CATCOGAAAA TACATCCTTA AATTCTGCAT TQTCGGTTGG 2220 

GGGGTACCAG CTGTGQTTGT OACCATCATC CTGACTATAT CCCCAGATAA CTATGGGCTT 2280 

GGATCCTATG GGAAATTCCC CAATGQTTCA CCGQATGACT TCTGCTGGAT CAACAACAAT 2340 

25 GCAGTATTCT ACATTACGGT GGTGGGATAT TTCTGTGTQA TATTTTTQCT GAACGTCAGC 2400 

ATGTTCATTG TGGTCCTGGT TCAGCTCTGT C56AATTAAAA AGAAGAAGCA ACTGGGAQCC 2460 

CAGOGAAAAA CCAGTATTCA AGACCTCAGG AGTATCGCTG GCCTTACATT TTTACTGGOA 2520 

ATAACTTGGQ OCTTTGCCTT CTTTGCCTGG GGACCAGTTA . ACGTGACCTT CATGTATCTG 2580 

TTTQCCATCT TTAATACCTT ACAAGOATTT TTCATATTCA TCTTTTACTG TGTGGCCAAA 2640 

30 GAAAATGTCA GGAAGCAATG GAGGCX3GTAT CTTTOTTGTG GAAAOTTACG GCTGGCTGAA 2700 

AATTCTGACT GGAGTAAAAC TGCTACTAAT GGTTTAAAGA AGCAGACTGT AAACCAAGGA 2760 

OTGTCCAGCT CTTCAAATTC CTTACAGTCA AGCAGTAACT CCACTAACTC CACCACACTG 2820 

CTAGTGAATA ATGATTGCTC AOTACAOOCA AGCQQGAATG GAAATGCTTC TACAGAGAGG 2880 

AATGGGGTCT CTTTTAGTGT TCAGAATGGA GATGTGTGCC TTCACGATTT CACTGQAAAA 2940 

35 CAGCACATGT TTAACGAGAA GGAAGATTCC TGCAATGGGA AAGGCCGTAT GGCTCTCAGA 3000 
AGGACTTCAA AGCGGGGAAG CTTACACTTT ATTGAGCAAA TGTGA 

Seq ID NO: 20 Protein sequence; 
Protein Accession #: Eos sequence 
40 1 11 21 31 41 51 

I I t I I I 

MVPSVRQCGH VGRTEEVLLT FKIFLVIICL HWLVTSLEE DTDNSSLSPP PAKLSWSPA 60 

PSSNEVETTS LNDVTLSLLP SNETEKTKIT IVKTFNASGV KPQRNICNLS SICMDSAFPR 120 

GEIMFQYDKE STVPQNQHIT NGTLTGVbSL SELKRSELNK TLQTLSETYP IMCATAEAQS 180 

45 TLNCTPTIKL NNTMNACAAI AALERVKIRP MEHCCCSVRI PCPSSPEELQ KLQCDLQDPI 240 

VCLADHPRGP PFSSSQSIPV VPRATVLSQV PKATSPAEPP DYSPVTHNVP SPIGEIQPLS 300 

PQPSAPIASS PAII»1PPQSE TISSPMPQTH VSGTPPPVKA SFSSPTVSAP ANVNTTSAPP 360 

VQTDIVNTSS ISDLENQVLQ MEKALSLGSL EPNLAGEMIN QVSRLbHSPP DMLAPLAQRL 420 

LKWDDIGLQ LNFSNTTISL TSPSIALAVI RVNASSFNTT TPVAQDPANL QVSLETQAPE 480 

NSIQTITLPS SLMNNLPAHD MELASRVQFN FFETPALFQD PSLENLSLIS YVISSSVANL 540 

TVRNLTRNVT VTIiKHINPSQ DELTVRCVFW DLGRNGGRGG HSDNGCSVKD RRLNETICTC 600 

SHLTSPGVLL DLSRTSVLPA QMMALTFITY IGCGLSSIFL SVTLVTVIAF EKIRRDYPSK 660 

ILIQLCAALL LLNLVFLLDS WIALYKMQGL CISVAVFLHY FLLVSPTWMQ LEAFKMYLAL 720 

VKVFNTYIRK YILKFCIVGH GVPAVWTII LTISPDMYGL GSYGKPPNGS PDDFCWINNN 780 

55 AVFYITWGY FCVIFLLNVS MPIWLVQLC RIKKKKQLGA QRKTSIQDLR SIAGLTFLLG 840 

ITWGFAFFAW GPVNVTFMYL PAIFNTLQGF PIFIFYCVAK ENVRKQWRRY LCCGKLRLAE 900 

NSDWSKTATK GLKKQTVNQG VSSSSNSLQS SSNSTNSTTL LVMNDCSVHA SGNGNASTER 960 
NGVSFSVQNG DVCLHDFTGK QHMFNEKEDS CNGKORMALR RTSKRGSLHF lEQM 

60 Seq ID mo I 21 DNA sequence 

Nucleic Acid Accession #i NM_00S756.1 
Coding sequence: 37.. 3117 

1 11 21 31 41 51 

I I 1 I I I 

OJ AGCCAGCCCG AGGACGCX3AG CGGCAGGTGT GCACAGAGGT TCTCCACTTT GTTTTCTGAA 60 

CTCGCGGTCA GGATGGTTTT CTCTGTCAGG CAGTGTGGCC ATGTTGGCAQ AACTGAAGAA 120 

GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTOTC TTCATGTCGT TCTGGTAACA 180 

TCCCTGGAAG AAGATACTGA TAATTCCAGT TTGTCACCAC CACCTGCTAA ATTATCTGTT 240 

GTCAGTTTTG CCCCCTCCTC CAATGAGGTT GAAACAACAA GCCTCAATGA TGTTACTTTA 300 

70 AGCTTACTCC CTTCAAACGA AACAGAAAAA ACTAAAATCA CTATAGTAAA AACCTTCAAT 360 

GCTTCAGGCG TCAAACCCCA GAGAAATATC TGCAATTTGT CATCTATTTG CAATGACTCA 420 

GCATTTTTTA GAGGTQAGAT CATGTTTCAA TATGATAAAG AAAGCACTOT TCCCCAGAAT 480 

CAACATATAA CGAATGGCAC CTTAACTGGA GTCCTGTCTC TAAGTGAATT AAAACQCTCA 540 

GAGCTCAACA AAACCXTTGCA AACCCTAAGT GAGACTTACT TTATAATGTO TGCTACAGCA 600 

75 GAGGCCCAAA GCACATTAAA TTGTACATTC ACAATAAAAC TGAATAATAC AATGAATGCA 660 

TQTGCTGCAA TAOCCGCTTT GGAAAGAGTA AAGATTOGAC CAATGGAACA CTGCTGCTGT 720 

TCTGTCAGGA TACXTCTGCCC TTCCTCCCCA GAAGAtJTTGG GAAAGCTTCA GTGTGACCT6 780 

CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCACOTGGCC CACCATTTTC TTCCAGCCAA 840 

TCCATCCCAG TGGTGCCTCG GGCCACTGTG CTTTCCCAGG TCCCCAAAGC TACCTCTTTT 900 

80 GCTGAGCCTC CAGATTATTC ACCTGTGACC CACAATGTTC CXHTTCCAAT AGGGQAGATT 960 

CAACCCCTTT CACCCCAGCC TTCAGCTCCC ATAGCTTCCA GCCCTGCCAT TGACATGCCC 1020 

CCACAGTCTQ AAAOGATCTC TTCCCCTATQ CCCCAAACCC ATGTCTCOOa CACCCCACCT 1080 

CCTGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTGOGAATGT CAACACTACC 1140 

AGOGCACCTC CTGTCCAGAC AQACATCGTC AACACCAGCA QTATTTCTGA TCTTGAGAAC 1200 

85 CAAOTGTTGC AGATGGAGAA GGCTCTGTCC TTGGGCACOC TGGAGCCTAA CCTOGCAGGA 1260 
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QAAATGATCA AOCAAGTCAG CAOACTCCTT CATTOCCCGC CTGACRTGCT GGCCCXTCTO 1320 

GCTCAAAGAT TGCTGAAAGT AGTGQATQAC ATTGGCCTAC AGCTGAACTT TTCAAACACG 1380 

ACTATAAGTC TAACCTCCCC TTCTTTGGCT CPGGCTGTGA TCAOAaTQAA TGCCRQTAGT 1440 

TTCAACACAA CTACXrTTTGT GGCCCAAGAC CCTXJCAAATC TTCAGGTTTC TCTGOAAACC 1500 

CAAQCTCCTQ AOAACAGTAT TCGCACAATT ACTCTTCCTT CATCGCTGAT GAATAATTTA 1560 

CCAGCTCATQ ACATGGAQCT AGCTTCCAOO GTTCAiGTTCA ATTTrTTTGA AACACCTGCT 1620 

TTGTTTCAGG ATCCTTCCCT GC3AGAACCTC TCTCTGATCA GCTAOGTCAT ATCATCGAGT 1680 

GTTGCAAACC TGACCGTCAG GAACTTGACA AGAAACGTGA CAGTCACATT AAAGCACATC 1740 

AACCCGAGCC AGGATGAGTT AACAGTGAGA TGTGTATTTT GGGACTTGGG CAGAAATGGT 1800 

GGCAGAGGAG GCTGGTCAGA CAATGGCTGC TCTQTCAAAG ACAGGAGATT GAATGAAACC 1860 

ATCTGTACCT OTAGCCATCT AACAAGCTTC GGC3GTTCTQC TGGACCTATC TAGGACATCT 1920 

GTGCTGCCTG CTCAAATGAT GOCTCTGAOQ TTCATTACAT ATATTGOTTG TGGGCTTTCA 1980 

TCAATTTTTC TGTCAGTGAC TCTTGTAACX: TACATAGCTT TTGAAAAGAT CCGGAGGGAT 2040 

TACCCTTCCA AAATCCTCAT CCAGCTGTGT GCTGCTCTGC TTCTGCTGAA CCTGOTCTTC 2100 

CrCCTGGACT CGTGGATTGC TCTGTATAAG ATGCAAGGCC TCTGCATCTC AGTGGCTGTA 2160 

rrrCTTCATT ATTTTCTCTT GGTCTCATTC ACATGGATGG GCCTAGAAGC ATTCCATATQ 2220 

TACCTGGCCC TTGTCAAAGT ATTTAATACT TACATCCGAA AATACATCCT TAAATTCTGC 2280 

ATTGTCGGTT GGGGGGTACC AGCTGTGGTT GTGACCATCA TCCTGACTAT ATCCCCAGAT 2340 

.AACTATGGGC TTGGATCCTA TGGGAAATTC CCCAATGGTT CACCXWATXSA CTTCTGCTGQ 2400 

ATCAACAACA ATGCAGTATT CTACATTACG GTGGTGGGAT ATTTCTGTGT GATATTTTTQ 2460 

CTGAACX5TCA GCATGTTCAT TGTGGTCXTO GTTCAGCTCT GTCGAATTAA AAAGAAGAAG 2520 

CAACTGGGAa CCCAGCOAAA AACCAGTATT CAAQACCTCA GGAGTATCGC TGGCCTTACA 2580 

TTTTTACTGG GAATAACTTG GGGCTTTOCC TTCTTTGCCT GGGQACCAGT TAACGTGACC 2640 

TTCATGTATC TGTTTGCCAT CTTTAATACC TTACAAGGAT TTTTCATATT CATCTTTTAC 2700 

TGTGTGGCCA AAGAAAATGT CAGGAAGCAA TGGAGGCGGT ATCTTTGTTG TGGAAAGTTA 2760 

CX3GCTGGCTG AAAATTCTGA CTQGAGTAAA iCCXGCTACTA ATGGTTTAAA GAAGCAGACT 2820 

GTAAACCAAG GAGTGTCCAG CTCTTCfJAT TCCTTACAGT CAAGCAQTAA CTCCACTAAC 2880 

TCCACXyvCAC TGCTAGTGAA TAATGATTGC TCAGTACACX3 CAAGCGQGAA TGGAAATGCT 2940 

TCTACAGAGA GGAATGGGGT CTCTTTTAGT GTTCAGAATG GAGATGTGTG CCTTCACGAT 3000 

TTCACTGGAA AACAQCACAT GTTTAACQAG AAC3GAAGATT CCTGCAATGG GAAAGGCCGT 3060 

ATGGCTCTCA GAAGGACTTC AAAGCGGGGA AGCTTACACT TTATTGAGCA AATGTGATTC 3120 

CTTTCTTCTA AAATCAAAGC ATGATGCTTG ACAGTGTGAA ATGTCCAATT TTACCTTTTA 3180 

CACAATGTGA GATGTATGAA AATCAACTCA TTTTATTCTC GGCAACATCT GGAGAAGCAT 3240 

AAQCTAATTA AGGGCOATGA TTATTATTAC AAGAAGAAAC CAAGACATTA CACCATGGTT 3300 

TTTAGACATT TCTGATTTGG TTTCTTATCT TTCATTTTAT AAGAAGGTTG GTTTTAAACA 3360 

ATACACTAAG AATGACTCCT ATAAAGAAAA CAAAAAAAQG TAGTGAACTT TCAGCTACCT 3420 

TTTAAAGAGG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGCCTG 3480 

TTGQTGAGTT TAGTTGTGCA TGCCTTTGTT GTATATAAGC TAAATTCTAG TGACCCATGT 3540 

GTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACTGTGTAA ATGTATTCCT 3600 

TTGTAGAATC ATGGTTQTTT TGTCTCACGT GATAATTCAG AAAATCCTTG CTCGTTCCGC 3660 

AAATCCTAAA GCTCCTTTTG GAGATGATAT AGGATGTGAA ATACAGAAAC CTCAGTGAAA 3720 

TCAAGAAATA ATGATCCCAG CCAGACPGAG AAAATGTAAG CAGACAGTGC CACAGTTAGC 3780 

TCATACAGTQ CCTTTGAGCA AQTTAGGAAA AGATGCCCCC ACTGGGCAGA CACAGCCCTA 3840 

TGGGTCATGG TTTGACAAAC AQAOTGAGAG ACCATATTTT AGCCCCACTC ACCCTCTTGG 3900 

GTGCACGACC TGTACAGCCA AACACAGCAT CCAATATGAA TACCCATCCC CTGACCGCAT 3960 

CCCCAGTAGT CAGATTATAG AATCTGCACC AAGATGTTTA GCTTTATACC TTGGCCACAG 4020 

AGAGGGATGA ACTGTCATCC AGACCATGTG TCAGGAAAAT TGTGAACGTA GATGAGGTAC 4080 

ATACACTGCC GCTTCTCAAA TCCCCAGAGC CTTTAGGAAC AGGAGAGTAG ACTAGGATTC 4140 

CTTCTCTTAA AAAGOTACAT ATATATGOAA AAAAATCATA TTGCCGTTCT TTAAAAGGCA 4200 

ACTGCATGGT ACATTGTTGA TTGTTATGAC TGGTACACTC TGGCCCAGCC AGAGCTATAA 4260 

TTGTTTTTTA AATGTGTCTT GAAGAATGCA CAGTGACAAG GGGAGTAGCT ATTGGGAACA 4320 

GGGAACTGTC CTACACTGCT ATTGTTGCTA CATGTATCGA GCCTTQATTG CTCCTAGTTA 4380 

TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA 6CAGTGCCTC AAGTACATCC 4440 

TTATTAGGAA CATTTCAAAC CCCTTTTAGT TAAGTCTTTC ACTAAGGTTC TCTTGCATAT 4500 

ATTTCAAGTG AATGTTGGAT CTCAGACTAA CCATAGTAAT AATACACATT TCTGTGAGTG 4560 

CTGACTTGTC TTTGCAATAT TTCTTTTCTG ATTTATTTAA TTTTCTTGTA TTTATATGTT 4620 
AAAATCAAAA ATGTTAAAAT CAATGAAATA AATTTGCAGT TAAGA 

Seq ID NOt 22 Protein sequence 
Protein Accession Iti NP 005747.1 

1 11 21 31 41 51 

I- I i 1 t I 

MVFSVRQCGH VGRTEEVLLT FKIPLVIICL HWLVTSLEE DTDNSSLSPP PAKLSWSFA 60 

PSSNEVETTS LNDVTLSLLP SNETGVKPQR NICNLSSICN DSAFFRGEIM FQYDKESTVP 120 

QNQHITNGTL TGVLSLSELK RSELNKTLQT L3ETYFIMCA TAEAQSTUIC TFTIKLNNTM 180 

NACAVIAALE RViURPMEHC CCSVRIPCPS SPEELEKLQC DUJDPIVCLA DHPRGPPFSS 240 

SQSIPWPRA TVLSQVPKAT SFAEPPDYSP VTHNVPSPIG EIQPLSPQPS APIASSPAID 300 

MPPQSETISS PMPQTHVSGT PPPVKASPSS PTVSAPANVN TTSAPPVQTD IVNTSSISDL 360 

ENQVIiQMEKA LSLGSLEPKL AGEMIMQVSR LLHSPPDMLA PLAQRLLKW DDIGLQLNFS 420 

NTTISLTSPS LAIAVIRVNA SSPNTTTFVA QDPANLQVSL ETQAPENSIG TITLPSSLMM 480 

NLPAHDMELA SRVQFNFFET PALPQDPSLE NLSLISYVIS SSVANLTVRN LTRKVTVTLK 540 

HINPSQDELT VRCVFWDLGR NGGRGGWSDN GCSVKDRRLN BTICTCSHLT SFGVLLDLSR 6O0 

TSVLPAQMMA LTPITYIGCG LSSIFLSVTL VTYIAFEKIR RDYPSKILIQ LCAALUiUTL 660 

VFIiLDSWIAL YKMQGLCISV AVFI*HYFLLV SPTMMGLEAF HMYLALVKVF NTYIRKYILK 720 

FCIVGWGVPA \AArriILTIS PDNYGLGSYG KPPNGSPDDF CMINNNAVPY ITWQYFCVI 780 

FLLNVSMFIV VXjVQLCRIKK KKQLGAQRKT SIQDLRSIAG LTPLLGITWG PAFPAWGPVN 840 

VTFMYLFAIF NTLQGFFIFI PYCVAKENVR KQWRRYLCCQ KLRLAENSDW SKTATNGLKK 900 

QTVNQGVSSS SNSLQSSSNS TNSTTLLVNN DCSVHASGKG NASTERNGVS FSVQNGDVCL 960 
HDFTGKQHMF NEKEOSCKGK GRMALRRTSK RGSIiHFIEQM 

Seq ID KO: 23 DMA sequence 
Nucleic Acid Accession NM_001S65.1 
Coding sequence: 67.. 363 
1 11 21 31 

I I 1.1 
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GAOACATTCC TCAATTGCTT AGACATATTC TGAGCCTACA GCAGAGGAAC CTCCAGTCTC 60 

AGCACCATGA ATCAAACTGC GATTCTGATT TGCTGCCTTA TCTTTCTGAC TCTAAGTGGC 120 

ATTCAAGGAG TACCTCTCTC TAGAACCGTA CGCTGTACCT GCATCAGCAT TAGTAATCAA 180 

CCTGTTAATC CAAGGTCTTT AGAAAAACTT GAAATTATTC CTGCAAGCCA ATTTTGTCCA 240 

5 CGTCrrGAGA TCATTGCTAC AATGAAAAAG AAGGGTGAGA AGAGATOTCT GAATCCAGAA 300 

TCGAAGGCCA TCAAGAATTT ACTGAAAGCA GTTAGCAAGG AAATGTCTAA AAGATCTCCT 360 

TAAAACCAGA GGGGAGCAAA ATCGATGCAG TGCTTCCAAG GATGGACCAC ACAGAGGCTG 420 

CCTCTCCCAT CACTTCCCTA CATGGAGTAT ATGTCAAGCC ATAATTGTTC TTAGTTTGCA 480 

GTTACACTAA AAGGTQACCA ATGATGGTCA CCAAATCAGC TGCTACTACT CCTGTAGQAA 540 

10 GGTTAATGTT CATCATCCTA AGCTATTCAG TAATAACTCT ACCCTGGCAC TATAATGTAA 600 

GCTCTACTGA GGTGCTATGT TCTTAGTGGA TGTTCTGACC CTGCTTCAAA TATTTCCCTC 660 

ACCTTTCCCA TCTTCCAAGG GTACTAAGGA ATCTTTCTGC TTTGGGGTTT ATCAGAATTC 720 

TCAGAATCTC AAATAACTAA AAGGTATGCA ATCAAATCTG CTTTTTAAAQ AATGCTCTTT 780 

ACTTCATGGA CTTCCACTGC CATCCTCCCA AGGGGCCCAA ATTCTTTCAG TGGCTACCTA 840 

15 CATACAATTC CAAACACATA CAGGAAGGTA GAAATATCTG AAAATGTATG TGTAAGTATT 900 

CTTATTTAAT GAAAGACTGT ACAAAGTATA AGTCTTAOAT GTATATATTT CCTATATTGT 960 

TTTCAGTGTA CATGGAATAA CATGTAATTA AGTACTATGT ATCAATGAGT AACAGGAAAA 1020 

TTTTAAAAAT ACAGATAGAT ATATQCTCTG CATGTTACAT AAGATAAATG TGCTGAATGG 1080 
TTTTCAAATA AAAATGAGOT ACTCTCCTGG AAATATTAAG 

20 

Seq ID NO: 24 Protein sequence 
Protein Accession Ut NP_001556.l 

1 11 21 31 41 51 

I I I 1 1 I 

Ij MNQTAILICC LIFLTLSGIQ GVPLSRTVRC TCISISNQPV NPRSLEKLEI IPASQFCPRV 60 
BIIATMKKKG EKRCLNPESK AlKNLLKAVS KEMSKRSP 

Seq ID NO: 25 DNA sequence 
Nucleic Acid Accession #: XM_030559 
3U Coding sequence: 1..1119 

1 11 21 31 41 51 

I I I 1 i I 

ATGAACCGCA GCCACCGGCA CGGGGCQGGC AGOSGCTGCC TGGGCACTAT GGAGGTGAAG 60 

AGCAAGTTTG GAGCTGAATT TCGTCGGTTT TC3GCTGGAAA GATCAAAACC TGGAAAATTT 120 

35 GAGGAGTTTT ATGGATTACT ACAACATGTT CATAAGATCC CCAATGTTGA OGTTTTGGTA 180 

GGCTATGCAG ACATCCATGG AGACTTACTA CCTATAAATA ATGATGATAA TTATCACAAA 240 

GCTGTTTCAA CGGCCAATCC ACTGCTTAGG ATATTTATAC AAAAGAAGGA AGAAGCAGAC 300 

TACAQTQCCT TTGOTACAGA CACGCTAATA AAGAAQAAGA ATGTTTTAAC CAAOGTATTG 360 

CGTCCTGACA ACCATAGAAA AAAGCCACAT ATAGTCATTA QTATGCCCCA AGACTTTAGA 420 

40 CCTGTGTCTT CTATTATAGA CGTGGATATT CTCCCAGAAA CGCATCGTAQ GGTACGTCTT 480 

TACAAATACG GCACGGAGAA ACCCCTAGGA TTCTACATCC GGGATGGCTC CAGTGTCAGO 540 

GTAACACCAC ATGQCTTAGA AAAGGTTCCA GGGATCTTTA TATCCAGGCT TGTCCCAGGA 600 

GGTCrGGCrC AAAGTACAGG ACTATTAGCT GTTAATGATG AAGTTTTAGA AGTTAATGGC 660 

ATAGAAGTTT CAGGGAAGAG CCTTGATCAA GTAACAGACA TGATGATTGC AAATAGCCGT 720 

45 AACCTCATCA TAACAGTGAQ ACCGGCAAAC CAGAGGAATA ATGTTGTQAG GAACAGTCGG 780 

ACTTCTGGCA GTTCCX3GTCA GTCTACTGAT AACAGCCTTC TTGGCTACCC ACAQCAGATT 840 

GAACCAAGCT TTGAGCCAGA GGATGAAOAC AGCGAAGAAG ATGACATTAT CATT6AAGAC 900 

AATGGAGTGC CACAGCAGAT TCCAAAAGCT GTTCCTAATA CTGAQAGCCT GGAGTCATTA 960 

ACACAGATAG AGCTAAGCTT TGAOTCTGGA CAGAATGGCT TTATTCXXTTC TAATGAAQTQ 1020 

50 AGCTTAGCAG CCATAGCAAG CAGCTCAAAC ACGGAATTTG AAACAC3VTGC TCCAGATCAA 1080 
AAACTCTTAG AAGAAQATGG AACAATCATA ACATTATGA 

Seq ID NO: 26 Protein sequence 
Protein Accession #: XP_030559 
55 1 11 21 31 41 51 

I I I I 1 I 

MNRSHRH6AG SGCLGTMEVK SKFGAEFRRF SLERSKPGKF EEFYGLLQUV HKIPNVDVLV 60 

GYADIHGDLL PINNDDNYHK AVSTANPLLR IFIQKKEEAD YSAFGTDTLI KKKNVLTNVL 120 

RPDNHRKKPH IVISMPQDFR PVSSIIDVDI LPETHRRVRL YKYGTEKPLG FYIRDGS9VH 180 

60 VTPHGLEKVP GIPISRLVPG GLAQSTGLLA VNDEVLEVNG lEVSGKSLDQ VTDMMIANSR 240 

NLIITVRPAN QRMNWRNSR TSGSSGQSTD NSLLGYPQQI EPSFEPEDED SEEDDIIIED 300 

NGVPQQIPKA VPNTESLESL TQIELSFESG QNGPIPSNEV SLAAIASSSN TEFBTHAPDQ 360 
KLLEEDGTII TL 

65 Seq ID NO: 27 DNA sequence 

Nucleic Acid Accession #i NM_003667.1 
coding sequence: 1,.2651 

1 11 21 31 41 51 

' ' I > ' > 

/U ATGGACACCT CCCGGCTCGG TGTGCTCCTG TCCTTGCCTG TGCTGCTGCA GCTGGOGACC 60 

GGGGGCAGCT CTCCCAGGTC TGGTGTGTTG CTGAGGGGCT GCCCCACACA CTGTCATTGC 120 

GA6CCCGACG GCAGGATGTT GCTCAGGGTG GACTGCTCCG ACCTGGGGCT CTCGGAGCTG 180 

CCTTCCAACC TCAGCGTCTT CACCTCCTAC CTAGACCTCA GTATGAACAA CATCAGTCAG 240 

CTGCTCCCGA ATCCCCTGCC CAGTCTCCGC TTCCTGGAGG AGTTAOGTCT TGCGGGAAAC 300 

75 GCTCTGACAT ACATTCCCAA GGGAGCATTC ACTGGCCTTT ACAGTCTTAA AGTTCTTATG 360 

CTGCAGAATA ATCAGCTAAG ACACGTACCC ACAGAAGCTC TGCAGAATTT GCGAAGCCTT 420 

CAATCCCTGC GTCTGGATGC TAACCACATC AGCTATGTGC CCCCAAGCTG TTTCAGTGGC 480 

CTGCATTCCC TGAGGCACCT GTGGCTGOAT GACAATGCOT TAACAGAAAT CCCOGTCCAG 540 

GCTTTTAGAA QTTTATCGGC ATTGCAAGCC ATGACCTTGG CCCTGAACAA AATACACCAC 600 

80 ATACCAGACT ATGCCTTTGG AAACCTCTCC AGCTTGGTAG TTCTACATCT CCATAACAAT 660 

AGAATCCACT CCCTGGGAAA GAAATGCTTT QATGGGCTCC ACAGCCTAGA GACTTTAGAT 720 

TTAAATTACA ATAACCTTGA TGAATTCCCC ACTGCAATTA GGACACTCTC CAACCTTAAA 780 

GAACTACATT TCTATGACAA TCCCATCCAA TTTGTTGGGA GATCTGCTTT TCAACATTTA 840 

CCTGAACTAA GAACACTGAC TCTGAATGGT GCCTCACAAA TAACT6AATT TCCTGArTTA 900 

85 ACTGGAACTG CAAACCTGGA GAGTCTGACT TTAACTGGAG CACAGATCTC ATCTCTTCCT 960 
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CAAACCGTCT GCAATCAGTT ACCTAATCTC CAAGTGCTAQ ATCTGTCTTA CAACCTATTA 1020 

QAAGATTTAC CCAGTTTTTC AGTCTGCCAA AAGCTTCAGA AAATTQACCT AAGACATAAT 1080 

QAAATCTACG AAATTAAAGT TGACACTTTC CAGCAGTTGC TTAGCCTCCG ATCGCTGAAT 1140 

TTOOCTTGGA ACAAAATTGC TATTATTCAC CCCAATGCAT TTTCCACTTT GCCATCCCTA 1200 

ATAAAGCTGO ACCTATCGTC CAACCTCCTG TOGTCTTTTC CTATAACTGG GTTACATGGT 1260 

TTAACTCACT TAAAATTAAC AGGAAATCAT GCCTTACAGA GCTTGATATC ATCTGAAAAC 1320 

TTTCCAGAAC TCAAGGTTAT AGAAATGCCT TATGCTTACC AGTGCTQTGC ATTTGGAGTG 13 BO 

TGTGAGAATO CCTATAAGAT TTCTAATCAA TGGAATAAAG GTGACAACAQ CAOTATGGAC 1440 

GACCTTCATA AGAAAGATGC TGQAATGTTT CAGGCTCAAG ATGAAOGTGA CCTTQAAGAT ISOO 

TTCCTGCTTG ACTTTGAGGA AGACCTGAAA GCCCTTCATT CAGTGCAGTG TTCACCTTCC 1S60 

CCAGGCCXXrr TCAAACCCTG TGAACACCTG CTTGATGGCT GGCTQATCAG AATTGQAGTG 1620 

TGGACCATAG CAGTTCTGGC ACTTACTTGT AATGCTTTGQ TGACTTCAAC AOTTTTCAOA 1680 

TCOCCTCTGT ACATTTCCCC CATTAAACTG TTAATTGGGG TCATCGCAGC AOTGAACATG 174 0 

CTCACGQGAG TCTCCAOTQC OGTGCTaGCT GGTGTGGATG CGTTCACTTT TGQCAGCTTT 1800 

GCACGACATG GTGCCTGGTG GGAOAATGGG GTTGOTTOCC ATGTCATTGG TTTTTTGTCC 1860 

ATTTTTGCTT CAGAATCATC TGTTTTCCTG CTTACTCTGQ CAGCCCTGQA GCXrTGGGTTC 1920 

TCTGTGAAAT ATTCTGCAAA ATTTGAAACQ AAAGCTCCAT TTTCTAGCCT GAAAQTAATC 1980 

ATTTTGCTCT GTGCCCTGCT GGCCTTGACC ATQGCOGCAG TTCCCCTGCT G6GTGGCAGC 2040 

AAGTATOGOG CCTCCCCTCT CTGCCTGCCT TTGCCTTTTG GGOAGCCCAG CACCATGGGC 2100 

TACATGGTCG CTCTCATCTT QCTCAATTCC CTTTGCTTCC TCATGATGAC CATTGCCTAC 2160 

ACCAAGCTCT ACTGCAATTT GGACAAGGGA GACCTGGAGA ATATTTOGQA CTGCTCTATG 2220 

GTAAAACACA TTGCCCTCTT GCTCTTCACC AACTGCATCC TAAACTGCCC TGTGQCTTTC 2280 

TTGTCCTTCT CCTCTTTAAT AAACCTTACA TTTATCAGTC CTGAAGTAAT TAAGTTTATC 2340 

CTTCTGGTGG TAGTCCCACT TCCTQCATGT CTCAATCCCC TTCTCTACAT CTTGTTCAAT 2400 

CCTCACTTTA AGGAGGATCT GGTGAGCCTG AGAAASCAAA CCTAOQTCTG GACAAGATCA 2460 

AAACACCCAA GCTTGATGTC AATTAACTCT GATGATGTCG AAAAACAOTC CrOTQACTCA 2520 

ACTCAAGCCT TGQTAACCTT TACCAQCTCC AGCATCACTT ATGACCTGCC TCCCAGTTCC 258 0 

GTGCCATCAC CAGCTTATCC AGTGACTQAG AQCT6CCATC TTTCXTCTGT GGCATTTGTC 2640 
CCATGTCTTA A 

Seq ID NOi 26 Protein sequence 
Protein Accession KP 003658.1 

1 11 21 31 41 SI 

1 I I I t I 

MDTSRLGVLI* SLPVLLQLAT GGSSPRSGVL LRGCPTHCHC EPDGRMLLRV DCSDLGLSEL 60 

PSUhSVFTSY LDLSMNNISQ LLPWPLPSLR FLEELRLAGN ALTVIPKGAP TGLYSLKVLM 120 

LQNNQLRHVP TEALQNLRSL QSLRLDANHI SYVPPSCFSG LHSLRHLWLD DNALTEIPVQ 180 

APRSLSALQA MTLALNKIHH IPDYAFGNLS SLWliHLHNN RIHSLGKKCF DGLHSLETLD 240 

LNYNNLDEFP TAIRTLSNLK ELHFYDNPIQ FVGRSAFQHL PELRTLTliNG ASQITEFPDIi 300 

TGTANLESLT LTGAQISSLP QTVCNQLPNL QVLDLSYNLL EDLPSFSVOQ KLQKIDLRHN 360 

EIYEIKVDTF QQLLSLRSLN LAWNKIAIIH PNAFSTLPSL IKIiDLSSNLL SSFPITGLHO 420 

LTHLKLTGNH ALQSLISSEN FPBLKVIEMP YAYQCCAFGV CENAYKISNQ WNKGDNSSMD 480 

DLHKKDAGMF QAQDERDLED FLLDFBEDLK ALHSVQCSPS PGPFKPCEHL LDGWIilRIGV 540 

WTIAVLALTC NALVTSTVFR SPLYISPIKL LIGVIAAVNM LTGVSSAVLA GVDAFTFGSF 600 

ARHGAWWENG VGCHVIGFLS IPASESSVFl, LTLAAI*ERGF SVKYSAKFET KAPFSSLKVI 660 

ILLCALLALT MAAVPLLGGS KYGASPLCLP LPPGEPSTMG YMVALILLNS LCFI.MMTIAY 720 

TKLYCNliDKG DLENIWDCSM VKHIALLLFT NCIWICPVAF LSFSSLINLT PISPEVIKPI 780 

LLWVPLPAC LNPLLYILFN PHFKEDLVSL RKQTYVWTRS KHPSLMSINS DDVEKQSCDS 840 
TQALVTFTSS SITYDLPPSS VPSPAYPVTE SCHLSSVAFV PCL 

Seq ID NO: 29 DNA sequence 

Nucleic Acid Accession #) NM_002497.1 

Coding sequence.- 135.. 1472 

1 11 21 31 41 51 

I I I I I I 

GGCAOQAGTA GGGGTGGOGG GTCAGTGCTG CTCGGGGGCT TCTCCATCCA GOTCCXTPOGA 60 

GTTCCTGQTC CCTGGAGCTC CGCACTTGGC GOGCAACCTG CGTGAGGCAG CGCGACTCTG 120 

GCGACTGGCC GGCCATGCCT TCCCGGGCTG AGGACTATGA AGTOTTOTAC ACCATTGGCA 180 

CAGGCrCCTA CGGCOGCTGC CAGAAGATCC GGAGGAAGAG TGATGGCAAG ATATTA3TTT 240 

GGAAAGAACT TGACTATGGC TCCATQACAG AAGCTGAGAA ACAGATGCTT GTrTCTGAAG 300 

TGAATTTGCT TCGTGAACTG AAACATCCAA ACATCGTTCQ TTACTATGAT OGGATTATTG 360 

ACCGGACCAA TACAACACTG TACATTGTAA TGGAATATTG TQAAGGAGOQ GATCTGGCTA 420 

GTGTAATTAC AAAGGGAACC AAGGAAAGGC AATACTTAGA TGAAGAGTTT GTTCTTOGAG 480 

TGATGACTCA GTTGACTCTG QCCCTGAAGG AATGCCACAG ACGAAGTGAT GGTGGTCATA 540 

CCGTATTGCA TCGGGATCTT AAACCAGCCA ATaTTTTCCT GGATGGCAAG CAAAACQTCA 600 

AGCTTGGAGA CTTTGGGCTA GCTAGAATAT TAAACC^TGA CA06AGTTTT GCAAAAACAT 660 

TTGTTGGCAC ACCTTATTAC ATGTCTCCTQ AACAAATGAA TOGCATGTCC TACAATGACA 720 

AATCAGATAT CTGGTCATTG GGCTGCTTGC TGTATGAGTT ATGTGCATTA ATGCXTCCAT 780 

TTACAGCTTT TAGCCAGAAA GAACTCGCTG GGAAAATCAQ AGAAGGCAAA TTCAGGCGAA 840 

TTCCATACCG TTACTCTGAT GAATTGAATG AAATTATTAC GAGGATGTTA AACTTAAAGQ 900 

ATTACX:ATCG ACCTTCTGTT QAAGAAATTC TTGAGAACCC TTTAATAGCA GATTTGGTTG 960 

CAGAOGAGCA AAGAAGAAAT CTTGAGAGAA GAGGGCX5ACA ATTAGQAGAG CCAGAAAAAT 1020 

CGCAGGATTC CAGCCCTGTA TTGAGTGAGC TGAAACTGAA QOAAATTCAG TTACAGGAGC 1080 

GAGAGCGAGC TCTCAAAGCA AGAGAAGAAA GATTGGAGCA GAAAGAACAQ GAGCTTTGTG 1140 

TTCGTGAGAQ ACTAGCAGAG GACAAACTGG CTAGAGCAGA AAATCTGTTG AAGAACTACA 1200 

GCTTGCTAAA GGAACGGAAQ TTCCTOTCTC TGGCAAGTAA TCCAGAACTT CTTAATCTTC 1260 

CATCCTCAGT AATTAAGAAG AAAGTTCATT TCAGTGGGGA AAGTAAAGAG AACATCATGA 1320 

GGAGTGAGAA TTCTGAGAGT CAGCTCACAT CTAAGTCCAA GTGCAAGQAC CTQAAGAAAA 1380 

GGCTTCACGC TGCCCAGCTG OGGQCTCAAG CCCTGTCA6A TATTGAGAAA AATTACCAAC 1440 

TGAAAAGCAG ACAGATCCTG GGCATGOQCT AGCCAGGTAG AGAGACACAG AGCTGTGTAC ISOO 

AGGATGTAAT ATTACCAACC TTTAAAGACT QATATTCAAA TGCTGTAGTG T TGAATA CTT 1560 
GGCCCCATGA QCCATGCCTT TCTGTATAGT ACACATGATA TTTCGOAATT GGTTTTACTG 1620 
TTCTTCAGCA ACTATTGTAC AAAATGTTCA CATTTAATTT TTCTTTCTTC TTTTAAGAAC 1680 

ATATTATAAA AAGAATACTT TCrPGGTTGO GCTTTTAATC CTGTGTGTGA TTACTAGTAQ 1740 

GAACATGAGA TGTGACATTC TAAATCTTGG GAGAAAAAAT AATATTAGGA AAAAAATATT 1800 
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TATGCAGGAA GAGTAGCACT CACTGAATAQ TTTTAAATGA CTGAOTOQTA TOCTTACAAT 1860 

TGTCATGTCT AGATTTAAAT TTTAAGTCTG AGATTTTAAA TGTTTTTGAG CTTAGAAAAC 1920 

CCAGTTAGAT GCAATTTGGT CATTAATACC ATGACATCXT GCTTATAAAT ATTCCATTGC 1980 

TCTQTAGTTC AAATCTGTTA GCTTTQTQAA AATTCATCAC TGTGATGTrT GTATTCTTTT 2040 

TTTTTTTCTG TTTAACAGAA TATQAQCrGT CTGTCATTTA CCTACTTCTT TCCCACTAAA 2100 
TAAAAGAATT CTTCAGTTA 



Seq ID NOi 30 Protein sequence 
Protein Accession NP 002488.1 

1 II 21 31 41 51 

I I I I I I 

MPSRAEDYEV LYTIGTGSYO ROQKIRRKSD GKILVWKELD YGSMTEAEKQ MIjVSEVNLLR 60 
ELKHPNIVRY YDRIIDRTNT TLYIVMEYCE GODLASVITK GTKERQYLDE BFVLRVMTQL 120 
TUUiKEOIRR SDGQHTVLHR DLKPANVFLD GKQNVKLGDF GLARIUIHDT SFAKTFVGTP 180 
YYMSPEQMNR MSYNEKSDIW SLGCLLYBLC ALMPPFTAFS QKELAGKIRE GKFRRIPYRY 240 
SDELNSIITR MLNLKDYHRP SVEEILENPL lADLVADEQR RNLE31RGRQL GEPEKSQDSS 300 
PVLSELKLKE IQLQERERAL KAREERLEQK EQELCVRERL AEDKIARAEM LLKNYSLLKE 360 
RKFLSLASNP ELLNLPSSVZ KKKVHFSGES KENIMRSENS ESQL7SKSKC KDIiKKRLHAA 420 
QLRAQALSDI EKNYQLKSRQ IU3MR 



Seq ID NO: 31 DNA sequence 

Nucleic Acid Accession Hi NM_020242 

Coding sequence: 72.. 4240 

1 11 21 31 41 51 

I I I ' I I I 

CAGTCGCGCG CGGTQCAGTC aOQAGGTGQA GGCACCGGCT GCATTGTTTT CGGGATOGAG 60 

GGGTGAGGGC GCTATGGCAC CCGGCTQCAA AACTGAGTTA CX3CAGCGTGA CAAATGGTCA 120 

GTCTAACCAA CCAAGTAATG AAGGTX3ATGC CATCAAAGTT TTTOTGCGAA TTCGTCCTCC 180 

TOCAGAAAGA TCTGGGTCAG CTGATGGAGA GCAGAACTTA TGCTTATCTQ TGCTGTCCTC 240 

CACGAGTCTC CGGCTGCACT CCAACCCTGA GCCCAAGACC TTCACGTTTG ATCATGTTGC 300 

AGATGTGGAT ACCACTCAGG AATCTGTATT TGCAACTGTG GCTAAAAGCA TTGTGGAGTC 360 

TTGCATGAGC GGTTATAATG GTACCATCTT TGCATATGGA CAGACTGGCT CAGGGAAGAC 420 

ATTTACTATG ATGGGACCAT CTGAATCTGA TAATTTTTCT CATAACCTGA GAGQAQTAAT 480 

CCCACGAAGT TTTGAATATT TGTTTTCCTT AATTGATCGT GAAAAAGAAA AGGCTGGAGC 540 

TGGAAAGAGT TTCCTTTGTA AGTGTTCCTT TATTGAAATC TACAACGAGC AGATATATGA 600 

TCTACTGGAC TCTGCATCGG CTGGACTGTA CTTAAGGGAQ CATATCAAGA AGGGAGTCTT 660 

TGTTGTTGGT GCGGTGGAGC AGGTGGTAAC CTCAGCTGCT GAAGCCTATC AGGTGCTGTC 720 

TGGAGGATGG AGGAATAGAC GTGTGGCATC AACATCAATG AACAGAGAAT OGTCTAGGTC 780 

TCATGCCGTC TTTACAATTA CAATAQAGTC AATGGAGAAA AGTAATGAGA TTGTGAATAT 840 

ACGGACCTCC CTACTCAACC TGGTGGATTT AGCAGGATCT GAAAGGCAAA AAGATACCCA 900 

TGCAGAAGGG ATGAGATTGA AGGAAGCAGG TAACATAAAT CGATCATTGA GCTGCCTGGG 960 

CCAAGTGATT ACAQCACTTG TCGACGTGGG TAATGGAAAA CAGAGACATG TTTGCTACAG 1020 

AGACTCCAAA CTTACCTTCT TACTACGGGA TTCCCTTGGA GGTAATGCCA AAACAGCCAT 1080 

AATTGCAAAT GTTCATCCTG GATCCAGGTQ TTTTGGGGAA ACCCTATCAA CACTTAACTT 1140 

TGCTCAAAGA GCCAAGCTGA TTAAAAACAA GGCAGTAGTA AATGAAGACA CCCAAGGAAA 1200 

TGTGAGCCyWS CTCCAAGCTG AAGTGAAGAG GCTCAAAGAA CAACTGGCQG AGCTTGCTTC 1260 

AGGACAGACA CCACCAGAAA GCTTCCTGAC CAGAGACAAA AAGAAGACTA ACTATATGGA 1320 

GTATTTCCAG GAAGCAATGT TATTCTTTAA GAAATCTGAA CAGGAAAAGA AGTCTCTQAT 1380 

AGAAAAAGTT ACCCAATTAG AAGACCTCAC CXTTCAAAAAG GAAAAATTTA TTCAATCTAA 1440 

TAAAATGATT GTGAAATTCC GAOAGGATCA AATAATACQC TTGGAAAAGC TCCACAAGGA 1500 

ATCCCGGGGA GGTTTTCTGC CTGAGGAGCA GGATCaTTTG CTCTCAGAAT TAAGGAATGA 1560 

GATTCAAACT CTGCGAGAAC AAATAGAGCA CCACCCCAGA GTTGCAAAGT ATGCTATGGA 1620 

AAATCATTCC CTCAGGGAGQ AGAATAGAAG ACTGAGATTA TTAGAGCCTG TGAAAAGAGC 1680 

TCAAGAAATQ GATGCCCAGA CCATTQCAAA ACTAGAAAAA GCTTTCTCTG AAATAAGTGG 1740 

CATGGAGAAA AGTGACAAAA ATCAGCAAGG ATTTTCACCT AAAGCTCAQA AAGAGCCATG 1800 

TTTQTTTGCA AACACTGAGA AGTTAAAAGC ACAACTCCTG CAAATTCAQA CAGAGCTGAA 1860 

TAATTCAAAG CAAGAATATG AAGAATTCAA AGAACTTACT AGGAAAAGGC AGCTAGAATT 1920 

GGAATCAOAG CTTCAGTCTT TGCAAAAAGC QAACCTTAAT CTTGAAAACC TTTTGGAAGC 1980 

AACAAAAGCC TGCAAGOGGC AAOAAGTTTC TCAGCTQAAT AAAATTCATG CTGAAACACT 2040 

TAAGATTATA ACTACACCAA CCAAGGCCTA CCAACTTCAT TCCOGACCAG TACCAAAATT 2100 

AAGCCCTGAA ATGGGAAGCT TTGGCTCTCT ATACACTCAG AATTCTAGCA TATTAGATAA 2160 

TGATATATTA AATOAGCCAG TTCCTCCTGA GATGAATGAA CAAGCTTTTG AGGCCATTTC 2220 

TGAAGAGCTT AGAACAGTGC AGGAACAAAT GAGTGCTCTT CAAGCCAAAC TGGATGAAGA 22 BO 

AGAGCATAAA AACCTAAAGC TTCAQCAGCA TGTTGACAAA CTGGAACATC ATTCTACCCA 2340 

AATGCAGGAG CTTTTCTCAT CAGAAAGAAT TGATTGGACC AAACAGCAGG AAGAGCTTCT 2400 

CTCACAGTTG AATGTCCTTG AAAAGCAGCT TCAAGAGACT CAAACTAAAA ATGACTTTTT 2460 

GAAAAGTGAQ GTACATQACC TOCGAGTAOT CCTTCATTCT GCTGACAAGG AGCTTTCTTC 2520 

AGTGAAATTG GAATATAGTT CATTCAAAAC GAATCAGGAG AAAGAATTCA ACAAACTTTC 2580 

TGAAAGACAC ATGCATGTAC AGCTTCAATT AGATAATCTC AGGTTAGAAA ACGAAAAGCT 2640 

GCTTGAGAGC AAAGCCTGCC TACAGGATTC CTATGACAAC TTACAAGAAA TAATGAAATT 2700 

TGAQATTGAC CAACTTTCAA QAAACCTCCA AAACTTCAAA AAAGAAAATG AAACTCTGAA 2760 

ATCTGATCTG AATAATTTGA TGGAGCTTCT TGAGGCAQAA AAAGAAOGCA ATAACAAATT 2820 

ATCATTACAG TTTGAAGAAG ATAAAGAAAA CAGTTCTAAA GAAATCTTAA AAGTTCTTGA 2880 

GGCTGTACGT CAGGAGAAAC AGAAAQAGAC GGCCAAGTGT GAQCAGCAGA TGQCAAAAGT 2940 

ACAGAAACTA GAAGAGAGCT TGCTTGCTAC TGAAAAAGTG ATCAGTTCCC TGGAAAAGTC 3000 

TAGAGATTCT GATAAGAAAG TTGTAGCTGA CCTCATGAAC CAGATCXAGG AGCTAAGAAC 3060 

ATCX3GTCTGT GAGAAAACAG AAACTATAOA CACCXTTQAAA CAAGAACTGA AGGACATAAA 3120 

TTGCAAATAC AACTCTGCTT TGGTTGACAQ AGAAGAGAGC AGAGTGTTQA TCAAGAAGCA 3180 

GQAAGTGGAT ATTCTGGATC TGAAAGAAAC CCTTAGGCTQ AGAATACTTT CTGAGGACAT 3240 

AQAGAGGGAT ATGCTCTOTG AGGACCTGGC TCATGCCACT GAGCAOCTGA ACATGCTCAC 3300 

AGAGGCCTCA AAAAAACACT CXK5GGCTGCT GCAGTCTGCC CAGGAAGAAC TQACC3U«3AA 3360 

GGAAGCCCTG ATTCAGGAAC TTCAGCACAA GCTAAACCAA AA6AAAGAGG AAGTAGAACA 3420 

GAAGAAGAAT GAATATAACT TCAAAATGAG GCAACTAQAA CATOTGATGG ATTCTGCTGC 3480 

TGAGGATCCC CAGAGTCCTA AGACACCACC TCACTTTCAA ACACATTTGG CAAAACTCCT 3540 

GGAAACACAA GAACAAGAGA TAQAAGATGQ AAGAGCCTCT AAGACTTCTT TGGAACACCT 3600 
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TGTAACAAAO CTAAATGAAG ACAGAGAAGT CAAAAATGCT GAAATCCTCA GAATGAAGGfV 3€€0 

GCAGTTGOGT GAAATGGAAA ACCTAOGCCT GCAAAGTOVG CAGTTAATAG AOAAAAACTG 3720 

GCttXTGCAA GGTCAGCTGG ATGATATTAA AAGACAAAAG GAAAACAGTQ ATCAGAATCA 3780 

TCCAGATAAT CAACAGCTGA AGAATGAACA AQAAOAAAGT ATC;UVAGAA^ GACTTGCAAA 3840 

5 AAGTAAAATA OTTGAAOAAA TQCTGAAAAT GAAAGCAGAC CTAGAAGAAG TCCAAAGTGC 3900 

CCTTTACAAC AAAGAGATGO AATGCCTTAO AATQAOTGAT GAAGTOGAAC GAACCCAAAC 3960 

TTTGGAGTCT AAAGCATTCC AGGAAAAAGA ACAACTGAGA TCAAAGCTGG AAGAAATGTA 4020 

TGAAGAAAGA GAGAGAACAT CCCAGGAGAT GGAAA7GTTA AGGAAGCAGO TGGAGTGTCT 4080 

TGCTGAGQAA AATOQAAAGT TGGTAGGTCA CCAAAATTTG CATCAGAAGA TTCAGTACGT 4140 

10 AGTGCGACTA AAGAAGGAAA ATGTCAGOCT TGCTGAGGAG ACAOAAAAGT TGCGTGCCGA 4200 

AAATGTATTT TTAAAAGAAA AGAAAAGAAQ TGAATCTTGA GGATTCXXSOT CAGCTACCTA 4260 

GGCATCACCT TGTTTGAAGA TGTTTCTTCT CTTTTACAAG TAAGACCTAC TCCTGQCC3VC 4320 

TTAGGAQAGC TGAATTTATG GACCTTAATT ATTAAATGTT TATAAGGTGG TGGTAACCAC 4380 

CTCAAGTTTC TGATGAACAT TCTQCATCCA TATACACCCT GTGACAGTCA GCAGTCTGCT 4440 

15 ATTAAGTGGC CTACTTCAAQ 6CTTTGAATC AACTTAAGGG AAAACCTTTT GTCTTTGTAA 4500 

AAATAAAAGC CTGTAGCTAA GGTTTACAOT GGACATTAGC CAGATCATTT TCTTCTTAGA 4560 

TTATGCCATA ATCTCCTTTG ATTCTTATGQ AAGTTCTAAC AATATATGGT GGTTCCAACA 4620 

CCTGCAGTGA GTTTAATGAC TGACTTAGTA GCAGGTACAA QAAGCAAACT TGTTAATATA 4680 

GATTATrTTT QTATTCTTAC TrrAGGTATT TTACTTGAGC ATTTTCX^TG ACTGTAAATA 4740 

20 AAGCCATTTT TTAAGATAAA AAAAAAAAAA AAAAA 

•Seq ID NO: 32 Protein sequence 
Protein Accession #i NF 064627 
^^1 11 21 31 41 51 

25 1 I 1 II I 

MAPGCXTELR SVTKGQSNQP SNEGDAIKVF VRIRFPAERS OSADGEQNLC LSVLSSTSLR 60 

LHSKPEPKTF TFDHVADVDT TQESVFATVA KSIVESCMSG YNGTIFAYGQ TQSQKTFTMM 120 

GPSBSDNFSH NUtOVIPRSF BYLFSLIDRE KEKAGAGKSP LCKCSFIEIY NEQIYDLLDS 180 

ASAGLYliREH IKKGVPWOA VEQWTSAAE AYQVLSGGWR NRRVASTSMN RESSRSHAVF 240 

30 TITIESMEKS NEIVNIRTSL LNLVDLAQSE RQKDTHAEGM RLKEAOJINR SLSCLGQVIT 300 

ALVDVGNGKQ RHVCYRDSKL TFLLRDSLGG NAKTAIIANV HPGSRCFGBT LSTUTFAQRA 360 

KLIKNKAWN EDTQGNVSQL QAEVKRLKEQ LAELASGQTP PESFLTRDKK KTNYMBYFQE 420 

AMLFPKKSEQ EKKSLIEKVT QLEDLTLKKE KFIQSNKMIV KFREDQIIRIi EKLHKESRGQ 480 

FLPEEQDRLL SELRNEIQTL REQIEHHPRV AKYAMENHSL REENRRLRLL EPVKRAQEMD 540 

35 AQTIAKLEKA PSBISGMEKS DKNQQGFSPK AQKEPCLFAN TEKLKAQLLQ IQTELNNSKQ 600 

EYEEFKELTR KRQLELESEL QSLQKANLML ENLI*EATKAC KRQEVSQLNK XHASTLKIIT 660 

TPTKAYQLHS RPVPKLSPEM GSFGSLYTQN SSILDNDILN EPVPPEMNEQ APEAISEBLR 720 

TVQBQMSALQ AKLDEEEHKN LKLQQHVDKL EHHSTQMQEL FSSERIDWTK QQEELLSQLN 780 

VliEKQLQBTQ TKNDPLKSEV HDLRWLHSA DKELSSVKLB VSSFKTNQBK EFNKLSERHM 840 

40 HVQI.QU5NLR LKMEKLLESK ACLQDSYDNL QEIMKFEIDQ LSRNLQNPKK EMETLKSDLN 900 

NLMBLLEAEK ERNNKLSLQF EEDKENSSKE ILKVLEAVRQ EKQKETAKCE QQMAKVQKLE 960 

ESblATEKVI SSLEKSRDSD KKWADLKNQ IQELRTSVCE KTETIDTLKQ ELKDINCKYN 1020 

SALVDRBESR VLIKKQEVDI LDLKETLRLR ILSEDIERDM LCEDIAHATB QLNMLTEASK 1080 

KHSGLLQSAO EELTKKEALI QELQHKLNQK KEEVEOKKNE YNFKMRQLEH VMDSAAEDPQ 1140 

45 SPKTPPHFQT HLAKLLETQE QEIEDGRASK TSI*EHLVTKL NEDREVKNAE ILRMKEQLRE 1200 

MENLRLBSQQ LIEKNWLLQG QLDDIKRQKE NSDQNHPDNQ QLKNEQEESI KERLAKSKIV 1260 

EEMLKMKADL EEVQSALYKK EMECLRMTDE VERTQTLESK AFQEKEQLRS KliEEMYEERE 1320 

RTSQEMEMLR KQVECLAEEN GKLVGHQNLH QKIQYWRLK KEMVRLAEET EKLRAENVFL 1380 
KEKKRSES 

Seq ID NO: 33 DNA sequence 

Kuclelc Acid Accession if: BC000633.1 

Coding sequence: 1..2574 

^^1 11 21 31 41 51 

55 I 1 I I 1 I 

ATGGAATCCG AGGATTTAAQ TGGCAGAGAA TTQACAATTG ATTCCATAAT 6AACAAAGTG 60 

AGAGACATTA AAAATAAGTT TAAAAATGAA GACCTTACTG ATGAACTAAG CTTGAATAAA 120 

ATTTCTGCTG ATACTACA6A TAACTCGGOA ACTOTTAACC AAATTATGAT GATGGCAAAC 180 

AACCCAGAGG ACTGGTTGAG TTTGTTGCTC AAACTAGAGA AAAACAQTGT TCXXSCTAAGT 240 

60 GATGCTCTTT TAAATAAATT GATTGGTOGT TACAGTO^G CAATTGAAGC GCTTCCCCCA 300 

GATAAATATG GCCAAAAT6A GAGTTTTGCT AGAATTCAAG TGAGATTTGC TGAATTAAAA 360 

GCTATTCAAG AGCCAGATGA TGCACGTGAC TACTTTCAAA TGGCXaVGAGC AAACTGCAAG 420 

AAATTTGCTT TTGTTCATAT ATCTTTTGCA CAATTTGAAC TGTCACAAGG TAATGTCAAA 480 

^ AAAAGTAAAC AACTTCTTCA AAAAGCTGTA GAACQTGGAQ CAGTACCACT AGAAATGCTG 540 

65 GAAATTGCCC TGCGGAATTT AAACCTCCAA AAAAAGCAGC TGCTTTCAGA GGAGGAAAAG 600 

AAGAATTTAT CAGCATCTAC GGTATTAACT GCCCAAGAAT CATTTTCCGG TTCACTTGGG 660 

CATTTACAGA ATAGQAACAA CAGTTGTGAT TCCAGAGGAC AGACTACTAA AGCCAGGTTT 720 

TTATATGQAG AGAACATGCC ACCACAAGAT GCAGAAATAG GTTACCGGAA TTCATTGAGA 780 

CAAACTAACA AAACTAAACA QTCATOCCCA TTTGGAAGAG TCCCAGTTAA CCTTCTAAAT 840 

70 AGCCCAGATT GTGATGTGAA GACAGATGAT TCAGTTGTAC CTTQTTTTAT QAAAAGACAA 900 

ACCTCTAQAT CAGAATGCCG AGATTTGGTT GTGCCTGGAT CTAAACCAAG TGOAAATQAT 960 

TCCTGTGAAT TAAGAAATTT AAAGTCTQTT CAAAATAGTC ATTTCAAGGA ACCTCTGOTG 1020 

TCAGATGAAA AGAGTTCTGA ACTTATTATT ACTQATTCAA TAACCCTGAA QAATAAAACG 1080 

GAATCAAGTC TTCTAGCTAA ATTAGAAGAA ACTAAAGAGT ATCAAQAACC AGAGGTTCCA 1140 

75 GAGAGTAACC AGAAACAGTG GCAATCTAAG AGAAAGTCAG AGT6TATTAA CCAGAATCCT 1200 

GCTGCATCTT CAAATCACTG GCAGATTCCQ GAGTTAGCCC GAAAAGTTAA TACAGAGCAG 1260 

AAACATACCA CTTTTGAGCA ACCTGTCTTT TCAGTTTCAA AACAGTCACC ACCAATATCA 1320 

ACATCTAAAT GGTTTGACCC AAAATCTATT TXTTAAGACAC CAAGCAOCAA TACCTTGGAT 1380 

GATTACATGA GCTGTTTTAO AACTCCAGTT GTAAAGAATG ACTTTCCACC TGCTTGTCAO 1440 

80 TTGTCAACAC CTTATGGCCA ACCTOCCTGT TTCCAGCAGC AACAGCATCA AATACTTGCC ISOO 

ACTCCACTTC AAAATTTACA GGTTTTAGCA TCTTCTTCAG CAAATGAATO CATTTCGGTT 1550 

AAAGGAAGAA TTTATTCCAT TTTAAAQCAG ATAOGAAGTa GAGGTTCAAG CAAGGTATTT 1620 

CAGGTGTTAA ATQAAAACAA ACAGATATAT GCTATAAAAT ATGTGAACTT AQAAGAAQCA 1680 

GATAACCAAA CTCTTGATAG TTACCGGAAC GAAATAGCTT ArrTGAATAA ACTACAACAA 1740 

85 CACAGTGATA AGATCATCCG ACTTTATGAT TATGAAATCA OGGACCAGTA CATCTACATG 1800 
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GTAATOOAGT 
CCATGGGAAC 
CATGGCATTG 
AAGCTAATTG 
GATTCTCAGG 
TCCAGAOAOA 
GGATGTATTT 
ATTTCTAAAT 
GAGAAAGATC 
TCCATTCCTG 
ATGGCCAAGO 
TCTCCTAACT 
AQTCATAATT 



GTGGAAATAT 
OCAAGAGTTA 
TTCACAGTGA 
ATTTTGGGAT 
TTGGCACAGT 
ATOGGAAATC 
TGTACTATAT 
TACATOCCAT 
TTCAAiGATGT 
AGCTCCTGGC 
GAACCACTGA 
CCATTTTGAA 
CTTCATCCTC- 



TGATCTTAAT 
CTGGAAAAAT 
TCTTAAAGCA 
TGCAAACCAA 
TAATTATATG 
TAAGTCAAAG 
GACTTAOGGG 
AATTQATCCT 
GTTAAAGTXST 
TCATCCCTAT 
AGAAATGAAA 
AGCTGCTAAA 
CAAGACTTTT 



AGTTGGCTTA 
ATGTTA6AGG 
GCTAACTTTC 
AT6CAACCAG 
CCACCAGAAG 
ATAAGCCCCA 
AAAACACCAT 
AATCATGAAA 
TGTTTAAAAA 
GTTCAAATTC 
TATGTTCTGG 
ACTTTATATG 
GAAAAAAAAA 



AAAAGAAAAA 
CAGTTCACAC 
TGATAGTTOA 
ATACAACAAG 
CAATCAAAGA 
AAAGTGATGT 
TTCAGCAGAT 
TTGAATTTCC 
GGGACCCAAA 
AAACTCATCC 
GCXAACTTGT 
AACACTATAG 
GG6GAAAAAA 



ATCCATTGAT 
AATCCATCAA 
TOGAATGCTA 
TGTTGTTAAA 
TATGTCTTCC 
TTGGTCCTTA 
AATTAATCAG 
OGATATTCXA 
ACAGAGGATA 
AGTTAACCAA 
TGGTCTGAAT 
TGGTGGTGAA 
ATGA 



1860 
1920 
1960 
2040 
2100 
2160 
3220 
2280 
2340 
2400 
2460 
2520 



Seq ID NO: 34 Protein eequencei 
Protein Accession #: AAH00633.1 

1 11 21 31 41 51 

] I I I 1 I 

MESEDLSGRE LTIDSIMNKV RDIKNKFKtJB DLTDBLSLNK ISADTTDNSG TVNQIMMMAN 
NPEDWLSLLL KLEKNSVPLS DALLNKLIGR YSQAIEALPP DKYGQNESFA RIQVRPAELK 
AIQEPDDARD YFQMARANCK KPAFVHISFA QFELSQGNVK KSKQLLQKAV ERGAVPUEMb 
EIALRHLNUJ KKQLLSEEEK KNLSASTVLT AQESFSGSLG HLQNRNNSCD SRGQTTKARP 
LYGENMPPQD AEIGYRNSIiR QTNKTKQSCP FGRVPVNLLN SPDCDVKTDD SWPCPMKRQ 
TSRSECRDLV VPGSKPSGND SCELRNLKSV QNSHFKEPLV SDEKSSBLII TDSITLKNKT 
ESSLLAKLEE TKEYQEPEVP ESNQKQWQSK RKSBCINQHP AASSNHWQIP ELARKVNTEQ 
KHTTFEQPVF SVSKQSPPIS TSKMFDPKSI CSTPSSNTLD DYMSCFRTPV VKNDFPPACQ 
LSTPYGQPAC FQQQQHQILA TPLQNIiQVLA SSSANECISV KGRIYSILKQ IGSGGSSKVF 
QVLNEKKQIY AIKYVmiEBA DMQTLDSYRN EIAYLNKLQQ HSDKIIRLYD YEITDQYIYM 
VMECGNIDLN SWLKKKKSXD PWERKSYWKN MLEAVHTIHQ HGIVHSDLKP ANFLIVDGML 
KLIDFGIANQ MQPDTTSWK DSQVGTVlhfM PPEAIKDMSS SREKGKSKSK ISPKSDVWSL 
GCILYYMTYG KTPPQQIIKQ ISKLHAIIDP NHEIEFPDIP EKDLQDVLKC CLKRDPKQRI 
SIPELLAHPY VQIQTHPVNQ MAKGTTEEMK YVLGQLVGUI SPNSILKAAK TLYEHYSGGE 
SHNSSSSKTP EKKRGKK 

Seq ID NOt 35 DNA sequence 

Nucleic Acid Accession #: NM_0OS823.2 

Coding sequence: 85.. 1953 

1 11 * 21 31 41 51 

I I I i 1 t . 

TGGCCACTCC CGTCTGCTGT GACGCGCGGA CAGAGAGCTA CCGGTGGACC CACGGTGCCT 
CCCTCCCTGG GATCTACACA GACCATGQCC TTGCCAACGG CTCGACCCCT QTTGGGGTCC 
TGTGGGACCC CCGCCCTCGG CAGCCTCCTG TTCCTGCTCT TCAGCXTTOSQ ATGGGTGCAG 
CCCTCGAGGA CCCTGGCTGG AGAQACAGGG CAGGAGGCTG CACCCCTGGA CGQAQTCCTG 
GCCAACCCAC CTAACS^TTTC CAGCCTCTCC CCTCGCCAAC TCCTTGGCTT CCCGTGTGCG 
GAGGTGTCCG GCCTGAGCAC GGAGCGTGTC CGGGAGCTGG CTGTGGCCTT GGCACAGAAG 
AATGTCAAGC TCTCAACAGA GCAGCTGCGC TGTCTGGCTC ACCGGCTCTC TGAGCCCCCC 
GAGGACCTGG ACGCCCTCCC ATTGGACCTG CTGCTATTCC TCAACCCAGA TOCOTTCTCG 
GGGCCCCAGG CCTGCACCCG TTTCTTCTCC CGCATCACGA AGGCCAATGT GGACCTGCTC 
CXXy^GGGGGG CTCCCGAGCG ACAGCGGCTO CTGCCTGCGG CTCTGGCCTG CTGGGGTGTG 
CGGGGGTCTC TGCTGAGCGA GGCTGATGTG CX3GGCTCTGG QAQGCCTGGC TTGCGACCTG 
CCTGGGCGCT TTGTGGCOGA GTCGGCCQAA GTGCTGCTAC CCCGGCTGGT QAGCTGCCCG 
GGACCCCTQG ACCAGQAOCA GCAGGAGGCA GCCAGGGCGG CTCTGCAGGG CGGGGGACCC 
CCCTACGGCC CCCCGTOSAC ATGGTCTOTC TCCAOGATGG ACGCTCTGCG GGGCCTGCTG 
CCCGTGCTGG GCCAGCCCAT CATCCGCAGC ATCCCGCAGO GCATCGTGQC CGCGTGGOGG 
CAACQCTCCT CTCGGGACCC ATCCTGGCGG CAGCCTGAAC GGACCATCCT CCGGCCGCGG 
TTCCGGCGGG AAGTGGAGAA GACAGCCTGT CCTTCAGGCA AGAAGGCCCG CX^^GATAGAC 
GAGAGCCTCA TCTTCTACAA GAAGIGGGAQ CTGGAAGCCT GCGTGGATGC GGCCCTGCTG' 
GCCAOCCAGA TGGACCGCGT GAACGCCATC CCCTTCACCT AOGAGCAGCT QGAOGTCCTA 
AAGCATAAAC TGGATGAGCT CTACCCACAA GGTTACCXXX3 AGTCTGTGAT CCAGCACXTTG 
GGCTACCTCT TCCTCAAGAT GAGCCCTGAG GACATTCGCA AGTGGAATGT GACGTCCCTG 
GAGACCCTGA AGGCTTTGCT TGAAGTCAAC AAAOOQCAOG AAATGAGTCC TCAQGTGGCC 
ACCCTGATCG ACCGCTTTGT GAAGGGAAGG GGCCAGCTAG ACAAAGACAC CCTAGACACX: 
CTGACCGCCT TCTACCCTGG GTACCTGTGC TCCCTCAGCC CCQAGQAQCT GAQCTCCGTG 
CCCCCCAQCA GCATCTGGGC GGTCAGGCCC GAGGACCTGG ACACGTGTGA CCCAAGGCAG 
CTGOACOTCC TCTATCCCAA GGCCCGCCTT GCTTTCCAGA ACATGAACGG GTCCGAATAC 
TTCGTGAAGA TCCAGTCCTT CCTGGGTGGQ QCCCCCACGQ AOGATTTGAA GGCGCTCAGT 
CAGCAGAATG TGAGCATGGA CTTGGCCACO TTCATGAAGC TOCGQAOGOA TGCGGTGCTG 
CCGTTGACTG TGGCTGAGGT GCAGAAACTT CTGGGACCCC ACOTGGAGGG CCTGAAGGCG 
GAGGAGCGGC ACCQCCCOGT GCGGGACTGG ATCCTACGGC AGCGGCAGGA CGACCTGGAC 
ACGCTGGGGC TGGGGCTACA OGOCGGCATC CCCAACGGCT ACCTGGTCCT AGACCTCAGC 
GTGCAAGAGG CCCTCTCGGG GAOGCCCTGC CTCCTAGGAC CTGGACCTQT TCTCACCGTC 
CTGGCACTGC TCCTAGCCTC CACCCTGGCC TGAGGGCCCC ACTCCCTTGC TOQCCCCAGC 
CCTGCTGGGG ATCCCCGCCT GGCCAGGAGC AGGCACGGGT GATCCCCGTT CCACCCCAAG 
AGAACTCGCG CTCAGTAAAC GGOAACATGC CCCCTGCAGA CACGT 

Seq ID NOi 36 Protein sequence 
Protein Accession #t NP 0OS814.1 
1 11 21 

I I I 

MALPTARPLL QSCGTPAIiGS LLFLLFSLGW 
LSPRQLLGPP CAEVSGI*STE RVREIAVALA 
DLLLFLNPDA FSGPQACTRF FSRITKANVD 
DVRALGGLAC DLPGRFVAES AEVLLPRLVS 
SV8THDALRQ LLPVLGQPII RSIPQGIVAA 
ACPSGKKARE IDESLXFYKK WELEACVDAA 



31 
I 

VQPSRTLAGE 
QKNVKLST^ 
LLPRGAFERQ 
CPGFLDCim 
HRQRSSRDPS 
LLATQKDRVH 



41 
I 

TGQEAAPLDG 
LRCLAHRLSE 
RLLPAAU^CH 
EAARAALQGG 
HRQPERTILR 
AIPFTYEQLD 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



51 

VLANPPNISS 
PPEDLDALPL 
GVRG5LLSSA 
GPPYGPPSTW 
PRFRREVEKT 
VLKHKU3ELY 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 



60 
120 
180 
240 
300 
360 



287 
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PQGYPESVIQ HLGYLPLKKS PEDIRKHNVT SbBTLKALIiE VNKGKEMSPQ VATLIDRFVK 420 

GRGQLDKD7L DTLTAFYPOY LCSLSPEEX^ SVPPSSIWAV RPQDIiDTCDP RQLDVLYPKA 480 

BLAFQimHGS EYPVKIQSFL GQAPTEDLKA LSQQNVS^4DI^ ATFMKLRTDA VLPLTVAEVQ 540 

KIiLGPHVEGL KASERURPVR DWILRQRQDD LDTLGLGLQG QIPNOYLVLD LSVQEALSOT 600 
PCLLGPGPVL TVLALLLAST LA 

Seq ID KO: 37 DNA sequence 

Nucleic Acid Accession ft: NM_0 13 404.1 

Coding sequence: 89.. 1975 

1 11 21 31 41 51 

I I I I I I 

TGOCCGGCCA CTCCCGTCTG CTGTGACGCG CGGACAGAQA GCTACOGGTG GACCXaVCGCST 60 

GCCTCCCTCC CTGGGATCTA CACAGACCAT GGCCTTGCAA CGGCTOJACC CCTGTTGGTC 120 

CTGTGGGGAC CGCCCTGGCA GCCTCCTOTT CCTGCTCTTC AGCCTOGGAT GGGTGCATCC 180 

CGCGAGGACC CTOGCTGGAG AGACAGGOAC GGAGTCTGCC CCCCTGGGGQ GAGTCCTOAC 240 

AACCCCCCAT AACATTTCCA GCCTCTCCCC TCGCCAACTC CTTGGCTTCC CQTGTGCX^ 300 

GGTGTCCGGC CTGAGCACGG AGCGTGTCCG GGAGCTGGCT GTGGCCTTGG CACAGAAGAA 360 

TGTCAAGCTC TCAACAGAGC AGCTGCGCTG TCTGGCTCAC OGGCTCTCTG AGCCCCCCGA 420 

GGACCTGGAC GCCCTCCCAT TGGACCTGCT GCTATTCCTC AACCXIAGATG CGTTCTCGGG 480 

GCCCCAGGCC TGCACCCGTT TCTTCTCCCG CATCAOGAAG GCCAATGTGG ACCTGCTCCC 540 

GAGGGGGGCT CCCGAGCGAC AGCGGCTGCT GCCTGCGQCT CTGGCCTQCT GGGQTGTQCQ 600 

GGGGTCTCTG CTGAGOGAGG CTGATGTGCG GGCTCTGGGA GGCCTGGCTT GCGACCTGCC 660 

TGGGOGCTTT GTGGCCGAGT CXSGCCOAAGT GCTGCTACCC OGGCTGGTGA GCTGCCCGGG 720 

ACCCCTGGAC CAGQACCAGC AGGAGGCAGC CAGGGCQGCT CTGCAGGGCG GGGGACCCCC 780 

CTACXK3CCCC CXXSTCGACAT GGTCTGTCTC CACX3ATGQAC GCTCTGCGGG GCCTGCTOCC 840 

CGTGCTGGGC CAGCCCATCA TCCGCAGCAT cttDGCAGGGC ATCGTGGCOG CGTGGCGGCA 900 

ACGCTCCTCT CGGGACCCAT CCTGGCGGCA GCXTGAAOGG ACCATCCTCC GGCCGCGGTT 960 

CCGGCGGGAA GTGGAGAAGA CAGCCTGTCC TTCAGGCAAG AAGGCCCGCG AGATAGAC6A 1020 

GAGCCTCATC TTCTACAAGA AGTGGGAGCT GGAAQCCTGC GTGOATGOQO CCCTGCTQGC 1080 

CACCCAGATG GACCGCGTGA ACGCCATCCC CTTCACCTAC GAGCAGCTGG ACGTCCTAAA 1140 

GCATAAACTG GATGAGCTCT ACCCACAAGG TTACCCCGAG TCTGTGATCC AGCACCTGGG 1200 

CTACCTCTTC CTCAAGATGA GCCCTGAGGA CATTCGCAAG TGGAATGTGA OGTCCCTGGA 1260 

GACCCTGAAQ QCTTTGCTTG AAOTCGACAA AGGQCAOGAA ATGAGTCXTC AGGCTCCTCXJ 1320 

GCGGCCCXrrC CCACAGGTGG CCACCCTGAT CX3ACCGCTTT OTGAAGGGAA GGGGCCAGCT 1380 

AGACAAAGAC ACCCTAGACA CCCTGACCGC CTTCTACXXT GGGTACCTGT GCTCCCTCAG 1440 

CCCCGAGGAG CTGAGCTCCX5 TGCCCCCCAG CAGCATCTGG GCGGTCAGGC CCCAGGACCT 1500 

GGACACGTGT GACCCAAGGC AGCTGGAOST CCTCTATCCC AAGGCCCGCG TTGCTTTCCA 1560 

GAACATGAAC GGGTCCGAAT ACTTCGTGAA OATCCAGTCC TTCCTGGGTG GGGCCCCCAC 1620 

GGAGGATTTG AAGGCGCTCA GTCAGCAGAA TGTGAGCATG GACTTGGCCA CGTTCATGAA 1680 

GCTGCGGACG QATQCGGTGC TQCCQTTGAC TGTGGCTGAG GTGCAGAAAC TTCTGGGACC 1740 

CCACGTGGAG GGCCTQAAGG CGGAGOAQCQ GCACCGCCCG OTGCGGOACT GGATCCTACG 1800 

GCAGCGGCAG GACGACCTGG ACACGCTGGG GCTGGGGCTA CAGGGCGGCA TCCCCAACGG 1860 

CTACCTGGTC CTAGACCTCA GCGTGCAAGA GACCCTCTCG GGGACGCCCT GCCTCCTAGO 1920 

ACCTGGACCT GTTCTCACCG TCCTGGCACT GCTCCTAGCC TCCACCCTGG CCTGAGGGCC 1980 

CCACTCCCTT GCTGQCCCCA GCCCTGCTGG GGATCCCCGC CTGGCCAGGA GCAGGCACGG 2040 

GTGATCCCCG TTCCACCCCA AGAGAACTCG CGCTCAGTAA ACGGGAACAT GCCCCCTGCA 2100 
GACACGT 

Seq ID NO: 38 Protein sequence 
Protein Accession If: NP_037S36,1 

1 11 21 31 41 51 

I 1 I t I I 

MALQRU3PCW SGGDRPGSLL FLLFSLGWVH PARTLAGETG TESAFLGGVL TTPHNISSLS 60 

PRQLLGFPCA &VSGLSTERV RELAVALAQX NVKLSTEQLR CLAHRLSEPP EDLDALFLDL 120 

LLPIiNPDAFS GPQACTRFFS RITKANVDLL PRGAPERQRL LPAALACWGV RGSLLSEADV 180 

RALGGLACDL PGRFVAESAE VLLPRLVSCP GPLDQDQQEA ARAALQGGGP PYGPPSTWSV 240 

STMDALRGLL PVLGQPIIRS IPQGIVAAWR QRSSRDPSWR QPERTILRPR FRREVERTAC 300 

PSGKKARBID ESLIFYKKME LEACVDAALL ATQMDRVNAI PPTYEQLDVL KHKLDELYPQ 360 

QYPESVIQHL GYLFLKMSPB DIRKWNVTSL ETLKALLEVD KGHEMSPQAP RRPLPQVATL 420 

IDRPVKGRGQ LDKDTLDTLT AFYPGYLCSL SPEELSSVPP SSIWAVRPQD LDTCDPRQLD 480 

VLYPKARIAP QNMNGSEYFV KIQSPLGGAP TEDLKALSQQ NVSMDLATFM KLRTDAVLPL 540 

T7AEVQKLLG PKVEGLKAEE RHRPVRDWIL RQRQDDLDTL GliGLQOGIPN GYLVLDLSVQ 600 
ETIiSGTPCLL GPGPVLTVLA LLLASTLA 

Seq ZD NO: 39 DNA sequence 

Nucleic Acid Accession ft: NM_001S08.1 

Coding sequence: 1..1362 

1 11 21 31 41 51 

I I I I 1 I 

ATGQCTTCAC CCAGCCTCCC GGGCAGTQAC TGCTCCCAAA TCATTGATCA CAGTCATGTC 60 

CCCGAGTTTG AGGTGGCCAC CTGGATCAAA ATCACCCTTA TTCTGQTGTA CCTGATCATC 120 

TTOGTGATGG GCCrTCTGGG QAACAGCGTC ACCATTOGGG TCACCCAGGT GCTGCAOAAG 180 

AAAGGATACT TGCAGAAGGA GGTGACAGAC CACATGGTGA CTTrGGCTTQ CTCGGACATC 240 

TTGGTGTTCC TCATCGGCAT GCCCATGGAG TTCTACAGCA TCATCTGGAA TCCCCTGACC 300 

ACGTCCAGCT ACACCCTGTC CTGCAAGCTG CACACTTTCC TCTTOQAOGC CTGCAGCTAC 360 

GCTACGCTCC TGCACGTGCT GACGCTCAGC TTTGAGCGCT ACATOGCCAT CTGTCACCCC 420 

TTCAGGTACA AGGCTGTCTC GGGACCTTGC CAGGTGAAGC T6CTGATTGG CTTCGTCTGQ 480 

GTCACCrCCG CCCTGGTGGC ACTGCCCTTG CTGTTTGCCA TGGGTACTGA GTACCCCCTQ 540 

GTGAACGTGC CCAGCCACCG GGGTCTCACT TGCAACCQCT CCAOCACCCO CCACCACGAQ 600 

CAGCCOGAGA CCTCCAATAT GTCCATCTGT ACCAACCTCT CCAQCOGCTG GACCGTGTTC 660 

CAGTCCAGCA TCTTCGGCGC CTTCGTGGTC TACCTCGTGG TCCTGCTCTC OGTAGCCTTC 720 

ATGTGCTOGA ACATGATGCA GGTGCTCATG AAAAGCCAGA AGGGCTCGCT GGCCGGGGGC 780 

ACG06GCCTC CXSCAGCTOAG GAAGTCOQAG AGCGAAGAGA GCAGGACOGC CAGGAGGCAG 840 

ACCATCATCT TCCTQAGGCT OATTOTTGTG ACATTGQCCG TATGCTGGAT GCCCAACCAG 900 

ATTCGGAGQA TCATGGCTQC GGCCAAACCC AAGCACGACT GGACGAGGTC CTACTTCCGG 960 
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GOGTACATGA 
COGCTCCTGT 
TGCOGCCTOT 
ACCACCX3Aav 
TCTGCAAGGA 
TCTAAGTCCC 
AATTCTGCTG 



TCCTCCTCCC 
ACACGGTGTC 
CGCTGCAGCA 
GCGCCCGCTT 
OAACTGAGAA 
AGTCATTGAO 
CAGAGAATGG 



CTTCTOGGAG 
CTOGCAGCAG 
CGCCAACCAC 
TGTQCAGCGC 
GATTTTCTTA 
TCTOGACTCA 
TTTTCAGGAG 



ACGTTTTTCT 
TTTCGGCGGG 
GAGAAGOGCC 
CCGTTGCTCT 
AQCACTTTTC 
CTAGAGCCCA 
CATQAAGTTT 



ACCTCAGCTC GCJTCATCAAC 1020 

TGTTCGTGCA GGTGCTGTGC 1080 

TGOGCGTACA TGOGCACTCC 1140 

TCGCGTCCCG QCGCCAGTCC 1200 

AGAOCGAGGC CGAGCCCCAG 1260 

ACTCAGGOGC GAAACCAGCC 1320 
OA 



Seq XD NO: 40 Protein aequence 
Protein Accession NP_001499.1 
1 11 21 31 

I I I I 

KASPSLPGSD CSQIIBHSHV PEFEVATHIR ITLILVYLII 
KGYLQKEVTD HMVSLACSDI LVFLIGMPME FYSIIWNPLT 
ATLmVLTLS FERYIAICHP FRYKAVSQPC QVKLLIGFVW 
VNVPSHRGLT CNRSSTRHHE QPETSNMSIC TNLSSRVfTVP 
MCWKMKQVU4 KSQRGSLAGG TRPPQLRKSE SBESRTARRQ 
IRRIMAAAKP KHDWTRSYFR AYMILLPFSE TFPYLSSVIN 
CRLSLQHANH EKRLRVHAHS TTDSARFVQR PLLFASRRQS 
SKSQSX*SLBS UEFN8GAKPA KSAAE^TGFQE HEV 



41 51 

I I 
FVMQLLGNSV TIRVTQVLQK 
TSSYTLSCKL HTFLPEACSY 
VTSALVAIiPL LPAMGTEYPL 
QSSIPGAFW YLWLLSVAF 
TIIPLRLIW TLAVCWMPNQ 
PLLYTVSSQQ FRRVFVQVLC 
SARRTEKIFL STFQSBAEPQ 



Seq 10 MO: 41 DMA sequence 

Nucleic Acid Accession ft: NM_022358 

Coding sequence: 65.. 1057 

1 11 21 31 

I I 1 r 

GGA6CGCGCG GTCCXSGGCAC ACGGAGCAGG TTGGGACCGC 
CGCCATGCGG AGGCCGAGCG TGCX3CGCGGC CGGGCTGGTC 
GCTGGTGQGC GCTGCTGTCT TCGACGCGCT CGAGTCCGAG 
ACTGCTGGTC CAQAAGOGGQ GCGCTCTCCQ GAGGAAGTTC 
CCGCGAGCTG GAGCGCCTGG CGCtCCAGGC TGAQCCCCAC 
GTTCCCCGGC TCCTTCTACT TCGCCATCAC CGTCATCACT 
OGCGCCXSGOT ACGOACTCCG GCAAGGTCTT CTGCATGTTC 
GCTGACGCTG GTCACTTTCC AGAGCCTQGQ OQAACGGCIG 
CCTGTTGGCG GCCAAGTGCT GCCTGGGCCT GCGQTGOACXJ 
GGTGGTGGCC GGGCTGCTGG CGTGTGCCGC CACCCTGGCC 
OCACTTCGAG GGCTGGACXT TCTTCCACGC CTACTACTAC 
CATC3QGCTTC GGCGACTTCG TGGCACTGCA GAGCGGCGAG 
CTAOGTGGCC TTCAGCTTCC TCTACATCCT CCTGQGGCTC 
CAACCTGGTG GTCCTGCGCT TCCTCGTTGC CAGCGCOGAC 
CCCCCCCAGC CCGCGCCCCC CGGGGGCGCC CGAGAGCCQT 
CCCGGCCCGC TCCGTGGGCT CCGCCTCTGT CTTCTGCCAC 
CGCCCGCGAC AACCTGGGCT TTTCGCCCCC CTOGAGCCOG 
GGCTCCCAGG CCTGGGGCCC GQTGGAAQTC CATCTGACAA 
AATCTGGAAT GGGAGGGTCT GGCTTCAGCT ATCAGQGCAC 
GGATGACGGG CCTCTAGGCG GTCTTCTGCC ACGAGCAGTT 
AAGTCCCCTC CCTCCTTTCC AAAAATATAT TACAGTCACA 
AAAAAAAAAA AAAAAAAAAA AAAAAA 



41 51 

1 I 
GGCGGGTACC GGGGCCGGGG 
CTGTGCACCC TGTOTTACCT 
GCGGAAAGCG GCCGCCAGCQ 
GGCTTCTOGG CC6AGGACTA 
CGCGCCGGCC GCCAGTGGAA 
ACCATCGGGT ACGGCCACGC 
TACGCGCTCC TGGGCATCCC 
AACGCGGTGG TGOGGCGCCT 
TGCX3TGTCCA CX3GAGAACCT 
CTCGGGGCCQ TCGCCTTCTC 
TGCrrCATCA CCCTCACCAC 
GCGCTGCAGA GQAAGCTTCCC 
ACGGTCATTG GCGCCTTCCT 
TGGCCOQAGC GCGCTGCCOG 
GGCCTCTGGC TGCCCOGCOG 
GTGCACAAGC TGGAGAGGTG 
GGGGTCGTGC GTGGCGGGCA 
CCCCACCCAG GCCAGGGTOG 
CCTCCCCAGG GATTGGAAAC 
TCTCATTACT GTCTGTGGCT 
CCATAAAAAA AAAAAAAAAA 



Seq ID NO: 42 Protein sequence 
Protein Accession S: NP 071753 
1 11 21 



MRRPSVRAAG 
ELERLALQAE 
TLVTFQSLGB 
FBGWTFFHAY 
LWLRFLVAS 
RDNLGFSPPS 



LVLCTLCYLL 
PHRAGRQWKF 
RLNAWRRLL 
YYCFITLTTI 
ADWPERAARP 
SPGWRGGQA 



VGAAVFDALE 
PGSFYFAITV 
LAAKCCLGLR 
GPGDFVALQS 
PSPRPPGAPE 
PRPGARWKSI 



31 41 . 51 

I I I 

SEAESGRQRL LVQKRQAIiRR KFGFSAEDYR 
ITTIGYGHAA PGTDSGKVFC MFYALLOIPL 
WTCVSTENLV VAGLLACAAT LALGAVAFSH 
QEALQRKLPY VAFSFLYILL GLTVIGAFLN 
SRGLWLPRRP ARSVGSASVF CHVHKLERCA 



Seq ID NOt 43 DNA sequence 

Nucleic Acid Accession #i NM_0Q0869. 

Coding sequence: 220.. 1656 

1 11 21 31 



QQAAACATGA 
TGGCCCAGGG 
GCTGGCTGGG 
TGAGCACTCG 
GCGCTGCTOG 
AACACCACCA 
GGTGTGCX^C 
TATGCXyVTCC 
CAGTACTGGA 
TTGTCCATCC 
OTGGGGAAGT 
TACAAGCCCC 
GTCCAGAACT 
TCTTTGTGGC 
GAGTGGGAGT 
TACTATGCAG 
AGCCTGCTAC 
CCCAACAGTG 
CTGATCATOG 
TACTTTGTGG 



TCCAGCTGAA 
AGTGTGAGGC 
ACATGAGGTT 
GAGGCACTCC 
CCTTGCTCCT 
GGCCCGCTCT 
CCGTOAGGGA 
TCAAOGTGGA 
CTGATGAGTT 
CCACGGACAG 
CTCCAAATAT 
TTCAGOTGOT 
GCTCGCTGAC 
GCTTGCCAGA 
TGCTGGGGGT 
AAATGAAGTT 
TGCCCAGCAT 
GOGACAGGGT 
TTTCTGACAC 
TGTGCATGGC 



QGACTGATTG 
TGCAGCCTCA 
GGCAGAGGGC 
TATGCTTGGA 
CCCXACACTC 
GCTGAGGCTG 
CTGGAGGAAG 
TGAGAAGAAT 
TCTCCAGTGG 
CATCTGGGTC 
CCXGTACGTG 
GACTGCCTGT 
CTTCACXZAGT 
AAAGGTGAAA 
GCTGCCCTAC 
CTATGTGGTC 
CTTCCTCATG 
CTCTTTCAAG 
GCTGCOGGCC 
TCTGCTGGTG 



CAGGAAAACT 
GAAGGTGTGA 
AGGCAAGCIG 
AAGCTOGCTA 
CTGGCACAGG 
TCXSGATTACC 
CCAACCACCG 
CAGOTQCTGA 
AACCCTGAGG 
CCGGACATTC 
TATATTCGGC 
AGCCTCGACA 
TGGCTGCACA 
TCOGACAGGA 
TTTOGGGAGT 
ATCCGCCGGC 
GTCATGGACA 
ATTACACTCC 
ACTGCCATCG 
ATAAGTTTGG 



41 
I 

TGGCAGCTCC 
GCAGTGGCCA 
GCCCTTGGTG 
TGCTGCTGTG 
GAGAAGCXAG 
TTTTGACCAA 
TATCCATTGA 
CCACCTACAT 
ACTTTGACAA 
TCATCAATGA 
ATCAAGGCX^V 
TCTACAACTT 
CCATCCAGGA 
GTOTCTTCAT 
TCAGCATGQA 
GGCCCCTCTT 
TOGTGGGCTT 
TCCTGGGCTA 
GCACTCCTCT 
CCGAGACCAT 



51 

I ■ 

CCAACCTTGG 
CGAOAGGCAG 
GGCCTCGCCC 
GGTCCAGCAG 
GAGGAGCCGA 
CTACAGGAAG 
OGTCATTGTC 
CTGGTACOGG 
CATCACCAAG 
GTTCGTGGAT 
AQTTCAGAAC 
CXXXTTTCGAT 
CATCAACATC 
GAACCAGGGA 
AAGCAOTAAC 
CTATGTGGTC 
CTACCTGCCC 
CTCGGTCTTC 
CATTGGTGTC 
CTTCATTGTG 



60 
120 
180 
240 
300 
360 
420 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



60 
120 
180 
240 
300 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
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CGGCTGGTGC ACAAGCAAGA CCTGCAGCAO CCOOTGCCTG CTTGQCTGCG TCACXTTGOTT 1260 

CTGGAQAGAA TOGCCTGGCT ACTTTQCCTG AOGGAGCAGT CAACTTCCCA GAGGCCCCCA 1320 

6CCACCTCCC AAGCCACCAA GACTGATGAC TGCTCAGCCA TOGOAAACCA CTGCAGCCAC 13 BO 

ATGGGAGGAC CCCAGGACTT CGAGAAGAGC CCGAGGGACA GATOTAOCCC TCCCCCACCA 1440 

5 CCTCGGGAGG CCTCGCTGGC GGTGTGTGGG CTGCTGCAGG AGCTGTCCTC CATCXX3GCAA 1500 

TTCCTGGAAA AGCGGGATGA GATCCGAGAG GTGGCCCGAG ACTGGCTGCG OGTGGGCTCC 1560 

GTGCTGGACA AGCTGCTATT CCACATTTAC CTGCTAGCGG TQCTGGCCTA CAGCATCACC 1620 

CTGGTTATGC TCTGGTCCAT CTGGCAGTAC GCTTGAGTGG GTACAGCCCA GTGGAGGAGQ 1680 

GGGTACAGTC CTGGTTAGGT GGGGACAGAG GATTTCTGCT TAGGCCCCTC AGGACCCAGO 1740 

10 GAATGCCAGG GACATTTrCA AGACACAGAC AAAGTCCCGT GCCXrTGTTTC CAATGCCAAT 1800 

TCATCTCAGC AATCACAAGC CAAGGTCTGA ACCCTTCCAC CAAAAACTGG GTGTTCAAGQ 1860 

CCCTTACACC CTTGTCCCAC CCCCAGCAQC TCACCATGGC TTTAAAACAT GCTCTCTTAG 1920 

ATCAGGAGAA ACTCGGGCAC TCCCTAAGTC CACTCTAGTT GrGGACTTTT CCCCATTQAC 1980 

CCTCACCTGA ATAAGGGACT TTGGAATTCT GCTTCTCTTT CACAACTTTG CTTTTAGQTT 2040 

15 GAAGGCAAAA CCAACTCTCT ACTACACAGG CCTGATAACT CTGTACGAGG CTTCTCTAAC 2100 

CCCTAQTGTC TTTTTTTTCT TCACCTCACT TGTGGCAGCT TCCCTGAACA CTCATCCXCC 2160 
ATCAGATGAT OGGAOTGGOA AGAATAAAAT GCAGTGAAAC CC 

Seq lo KOi 44 Protein sequence 
20 Protein Accession Ui NP_000860.1 

1 11 21 31 41 51 

I I I I I I 

MLLWVQQALL ALLLPTLIAQ GEARRSRNTT RPALLRLSDY LLTNYRKGVR PVRDWRKPTT 60 

VSIDVIVYAI UIVDEKNQVL TTYIWYRQYW TDEFLQWNPE DFUNITKLSI PTDSIVfVPDI 120 

25 LINEPVDVGK SPNIPYVYIR HQGBVQNYKP LQWTACSLD tYKFPPDVQN CSLTPTSWLH 180 

TIQDINISLW RLPEKVKSDR SVFMNQQEWB LiSOVIiPyFRE FSMESSNYYA EMKFYWIRR 240 

RPLFYWSLL LPSIFLMVMD IVGPYLPPNS GERVSPKITL LLGYSVPLII VSDTLPATAI 300 

GTPLIGVYFV VCMALLVISL AETIFIVRLV HKQDMIQPVP AWLRHLVLER lAWLLCLREQ 360 

STSQRPPATS QATKTDDCSA MGNHCSHMGG PQDFEKSPRD RCSPPPPPRE ASIAVCGLLQ 420 

30 ELSSIRQFLE KRDEIREVAR DWliRVGSVLD KLLFHIYLLA VLAYSITLVM LWSIWQYA 

Seq ID NO: 45 DNA sequence 
Nucleic Acid Accession ft: NM_015507 
Coding sequence: 241.. 1902 
35 1 11 21 31 41 51 

I I '] I 1 I 

COGCAGAGGA GCCTCGGCCA GGCTAGCCAG GGCGCCCCCA GCCCCTCCCC AGGCCGCOAG 60 

CGCCCCTGCC GCGGTGCCTG GCCTCCCCTC CCAGACTGCA GGGACAGCAC CCGGTAACTG 120 

CQAGTGOAOC GGAGGACCCG AGCGGCTGAG GAGAGAGGAG GCGGOGGCTT AGCTGCTACG 180 

40 GGGTCCGGCX: GGC6CCCTCC CGAGGGOGGC TCAGGAGGAG GAAGGAGGAC CXXjTGCGAGA 240 

ATGCCTCTGC CCTGGAGCCT TGCGCTCCXXS CTGCTGCTCT CCTGGQTGGC AGGTGGTTTC 300 

GGGAACGCGG CCAGTGCAAG GCATCACGOG TTGTTAGCAT CGGCACOTCA GCCTGGGGTC 360 

TGTCACTATO GAACTAAACT GGCCTGCTGC TAOGGCTGGA GAAGAAACAG CAAGGQAOTC 420 

TGTGAAGCTA CATGCGAACC TGGATGTAAG TTTGGTGAGT GCGTGGGACC AAACAAATGC 480 

45 AGATGCTTTC CAGGATACAC CGGGAAAACC TGCAGTCAAG ATGTGAATGA GTGTGGAATO 540 

AAACXrCXXJGC CATGCCAACA CAGATGTGTG AATACACAOG GAAGCTACAA GTGCTTTTGC 600 

CTCAGTGOCC ACATGCTCAT GCCAGATGCT ACGTGTGTGA ACTCTAGGAC ATGTGCCATG 660 

ATAAACTOTC AQTACAGCTG TGAAGACACA GAAGAAGGGC CACAGTGCCT GTGTCCATCC 720 

TCAGGACTCC OCCTGGCCCC AAATGGAAGA GACTGTCTAG ATATTGATGA ATGTGCCTCT 780 

50 GGTAAAGTCA TCTGTCCCTA CAATCGAAGA TGTGTGAACA CATTTGGAAQ CTACTACTGC 840 

AAATGTCACA TTGGTTTCGA ACTGCAATAT ATCAGTGGAC GATATGACTG TATAQATATA 900 

AATGAATGTA CTATGGATAG CCATACGTGC AGCCACCATQ CCAATTGCTT CAATACCCAA 960 

GGGTCCTTCA AGTGTAAATG CAAGCAGGGA TATAAAGGCA ATGGACTTCG GTOTTCTGCT 1020 

ATCCCTQAAA ATTCTGTGAA GGAAGTCCTC AGAGCACCTG GTACCATCAA AGACAGAATC 1080 

55 AAGAAGTTGC TTGCTCACAA AAACAGCATQ AAAAAOAAGG CAAAAATTAA AAATGTTACC 1140 

CCAGAACCCA CCAGGACTCC TACCCCTAAG GTGAACTTGC AGCCCTTCAA CTATGAAGAG 1200 

ATAGT7TCCA GAGGCGGGAA CTCTCATGGA GGTAAAAAAG GGAATGAAGA GAAAATGAAA 1260 

GAGGGGCTTG AGGATGAGAA AAGAGAAQAG AAAGCCCTQA AGAATGACAT AGAGGAGCGA 1320 

- AGCCTGOGAG GAGATGTGTT TTTCCCTAAG GTGAATGAAG CAOOTGAATT OGGCCTGATT 1380 

60 CTGGTCCAAA GGAAAGCGCT AACTTCCAAA CTGGAACATA AAGATTTAAA TATCTOGGTT 1440 

GACTGCAGCT TCAATCATGG GATCTGTGAC TGGAAACAGG ATAGAGAAGA TGATTTTOAC 1500 

TGGAATCCTG CTGATCGAGA TAATGCTATT GGCTTCTATA TGGCAGTTCC GGCCTTGGCA 1560 

GGTCACAAGA AAGACATTGG COQATTGAAA CTTCTCCTAC CTGACCTGCA ACCCCAAAGC 1620 

AACTTCTGTT TGCTCTTTGA TTACCGGCTG GCCGGAGACA AAGTCGGGAA ACTTCGAGTQ 1680 

65 TTTGTGAAAA ACAGTAACAA TGCCCTGGCA TGGGAGAAGA CCACQAGTGA GGATGAAAAQ 1740 

TOGAAGACAO GGAAAATTCA GTTGTATCAA GGAACTGATG CTACCAAAAG CATCATTTTT 1800 

GAAGCAQAAC GTGGCAAGGG CAAAACCGGC GAAATCGCAG TGGATGGCCT CTTGCTTGTT 1860 

TCAGGCTTAT GTCCAQATAG CCTTTTATCT OTGGATGACT GAATGTTACT ATCTTTATAT 1920 

TTGACTTTGT ATGTCAGTTC CCTGOTTTTT TTGATATTGC ATCATAQGAC CTCrGGCATT 1980 

70 TTAGAATTAC TAGCTGAAAA ATTGTAATGT ACCAACAGAA ATATTATTGT AAGATGCCTT 2040 

TCTTOTATAA QATATGCCAA TATTTGCTTT AAATATCATA TCACTGTATC TTCTCAGTCA 2100 

TTTCTGAATC TTTCCACATT ATATTATAAA ATATCGAAAT GTCAGTTTAT CTCCCCTCCT 2160 

CAGTATATCT GATTTGTATA AOTAAGTTGA TQAGCTTCTC TCTACAACAT TTCTAGAAAA 2220 

TAGAAAAAAA AGCACAGAGA AATGrTTAAC TGTTTGACTC TTATGATACT TCTTQQAAAC 2280 

75 TATGACATCA AAGATAGACT TTTGCCTAAG TGGCTTAGCT GGGTCTTTCA TAGCCAAACT 2340 
TGTATATTTA AATTCTTTGT AATAATAATA TCCAAATCAT CAAAAAAAAA AAAAAAAA 

Seq ID NO: 46 Protein sequence 
Protein Accession #.* NP_056322 
80 1 11 21 31 41 51 

111)11 

MPLPWSLALP LLLSHVAGOF GNAASARHHG LLASARQPGV CHYGTKIiACC YGVfRRNSKGV 60 

CBATCBPGCK FGECVGPNKC RCPPGYTGKr CSQDVNEOW KPRPCQHRCV NTKGSYKCFC 120 

LSGHMLMPDA TCVNSRTCAM IKOQYSCBDT EEGPQCLCPS SGLRIAPKGR DCLDIDECAS 180 

85 GKVICPYNRR CVNTFGSYYC KCHIQFELQY ISQRYDCIDI NECTMDSHTC SHHANCFNTQ 240 
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GSPKCKCKQQ YKGNGI*RCSA IPBNSVKBVL RAPGTIKDRI KKLLAHKNSM KKKAKIKNVT 300 

PEPTRTPTPK VNU2PFHYEH IVSRGQISHG GKKGNEEKMK BGLEDEKRES KALKNDIEER 360 

SLRGDVFFPK VNEAGEPGLI LVQRKALTSK LEHKDLNISV DCfiFNHGICD WKQDREDDFD 420 

WNPADRDNAI GFYMAVPALA OHKKDIGRLK LXiLPDLQPQS NFCLLPDYRL AGDKVGKLRV 480 

5 FVKNSNNAIA WEKTTSEDEK WKTGKIQLYQ GTDATKSIIF EAERGKGKTG BIAVDGVLLV 540 
SGIiCPOSLLS VOD 

Seq ID KO: 47 DNA sequence 
Nucieic Acid Accession «: NH_00S046 
10 Coding sequence: 16.. 777 

1 11 21 31 41 51 

1 I I I I I 

GGATTTCCGG GCTCCATGGC AAGATCCCTT CTCCTGCCCC TGCAGATCCT ACTGCTATCC 60 

TTAGCCTTGG AAACTGCAGG AGAAGAAGCC CAGGGTGACA AGATTATTGA TGGCGCCCCA 120 

15 TGTGCAAGAG GCTCCXACCC ATGGCAGGTG GCXXTGCTCA GTGGCAATCA GCTCCACTGC 180 

GGAGGCGTCC TGGTCAATGA aCGCTGGOTG CTCACTGCCG CCCACTGCAA GATGAATGAG 240 

TACACCGTGC ACCTGGGCAG TQATACGCTG GGCGACAGGA OAGCTCAaAG GATCAAGGCC 300 

TCGAAGTCAT TCCGCCACCC OGGCTACTCC ACACAGACCC ATOTTAATGA CCTCATGCTC 360 

GTGAAGCTCA ATAGCCAGGC CAGGCTGTCA TCCATGGTGA AGAAAGTCAG GCTGCCCTCC 420 

20 CGCTGCGAAC CCCCTGGAAC CACCTGTACT GTCTCCGGCT GGGGCACTAC CACGAGCCCA 480 

GATGTGACXnr TTCCCTCTGA CCTCATGTQC GTOaATGTCA AGCTCATCTC CCCCCAGGAC 540 

TGCACGAAGG TTTACAAGGA CTTACTGGAA AATTCCATGC .TGTGOQCTGG CATCCCCQAC 600 

TCCAAGAAAA ACGCCTGCAA TGGTGACTCA GGGGGACXX3T TGGTGTGCAa AGGTACCCTG 660 

CAAGGTCTGG TGTCCTGGGG AACTTTCCCT TGCGGCCAAC CCAATGACCC AGGAQTCTAC 720 

25 ACTCAAGTGT QCAAGTTCAC CAAOTGGATA AATGACACCA TGAAAAAGCA TCGCTAACX3C 780 

CACACTGAGT TAATTAACTG TGTQCTTCCA AC^AGAAAATG CACAGGAGTQ AGGACGCCGA 840 

TGACCTATGA AGTCAAATTT GACTTTACCT TTCCTCAAAG ATATATTTAA ACCTCATGCC 900 

CTGTTGATAA ACCAATCAAA TTGGTAAAGA CCTAAAACCA AAACAAATAA AGAAACACAA 960 
AACCCTCAA 

30 

Seq ID NO: 48 Protein sequence 
Protein Accession ft: NP_005037 

1 11 21 31 41 51 

1 1 I I I I 

3 J MARSLLLPLQ ILLLStALET AGEEAQGDKI IDGAPCARGS HPWQVALLSG NQLHCGGVLV 60 
NERWVLTAAH CKMNEYTVHL GSDTLGDRRA QRIKASKSFR HPGYSTQTHV NDLMLVKLNS 120 
QARLSSMVKK VRLPSRCEPP GTTCTVSGWG TTTSPDVTFP SDIiMCVDVKL ISPQDCTKVy 180 
KDLLENSMLC AQIPDSKKNA CNGDSGGPLV CRGTliQGLVS WGTFPCX3QPN DPGWTQVCK 240 
FTKWINDTMK KHR 

40 

Seq ID KO: 49 DNA sequence 

Nucleic Acid Accession #: NM_003466.1 

Coding sequence : 11 1363 

1 11 21 31 41 51 

45 1 1 1 1 1 I 

GAATTCGGCG ATGCCTCACA ACTCCATCAG ATCTGGCCAT GGAGGGCTGA ACCAGCTGGQ 60 

AGGGGCCTTT GTGAATGGCA GACCTCTGCC GGAAGTGGTC CGCCAGCGCA TCQTAGACCT 120 

GGCCCACCAG GGTGTAAGGC CCTGCGACAT CTCTCGCCAG CTCCGCGTCA GCCATGGTTG 180 

CGTCAGCAAG ATCCTTGGCA GGTACTACGA GACTGGCAGf ATCCGQCCTG GAGTGATAGG 240 

50 GGGCTCCAAG CCCAAGGTGG CCACCCCCAA GGTGGTGGAG AAGATTGGGG ACTACAAACG 300 

CCAGAACCCT ACCATGTTTG CCTGGGAGAT CCGAGACCGG CTCCTGGCTG AGGGOQTCTG 360 

TQACAATGAC ACTGTGCCCA GTGTCAGCTC CATTAATAGA ATCATCCGGA CCAAAGTGCA 420 

GCAACCATTC AACCTCCCTA TGGACAGCTG CGTGGCCACC AAGTCCCTGA GTCCCGGACA 480 

CACGCTGATC CCCAGCTCAG CTGTAACTCC CCCGGAGTCA CCCCAGTCGG ATTCCCTGGG 540 

55 CTCCACCTAC TCCATCAATG GGCTCCTCGG CATCGCTCAG CCTGQCAGCQ ACAAGAOGAA 600 

AATGGATGAC AGTGATCAGG ATAGCTGCCG ACTAAGCATT GACTCACAQA GCAQCAGCAG 660 

CGQACCCCGA AAGCACCTTC GCACGGATGC CTTCAGCCAG CACCACCTCG AGCCGCTOGA 720 

GTGCCCATTT GAGCGQCAGC ACTACCCAGA GGCCTATGCC TCCCCCAGCC ACACCAAAGG 780 

CGAGCAGGGC CTCTACCCGC TGCCCTTGCT CAACAGCACC CTGGACGAOG GGAAGGCCAC 840 

60 CCTGACCCCT TCCAACACGC CACTGGGGCG CAACCTCTCG ACTCACCAGA CCTACCCCGT 900 

GGTGGCAQAT CCTCACTCAC CCTTCGCCAT AAAGCAGGAA ACCCCCQAGG TOTCCAGTTC 960 

TAGCTCCACC CCTTCCTCTT TATCTAGCTC CGCCTTTTTG GATCTGCAGC AAGTCGGCTC 1020 

CGGGGTCCCG CCCTTCAATG CCTTTCCCCA TGCTGCCTCC GTGTACGGGC AGTTCACGQG 1080 

CCA(3GCCCTC CTCTCAGGGC GAGAGATGGT GGGGCCCACG CTGCCCGQAT ACCCACCCCA 1140 

65 CATCCCCACC AGCGGACAGG GCAGCTATGC CTCCTCTGCC ATCGCAGGCA TGGTGGCAOQ 1200 

AAGTQAATAC TCTGGCAATG CCTATGGCCA CACCCCCTAC TCCTCCTACA GCGAGGCCTG 1260 

GCGCTTCCCC AACTCCAGCT TGCTGAGTTC CCCATATTAT TACAGTTCCA GATCAAGGCC 1320 
GAGTGCACCG CCCACCACTG CCAOGGCCTT TGACCATCTO TAGTTGAAGC TT 

70 Seq ID NO I SO Protein sequence 
Protein Accession ft: NP_003457 

1 11 21 31 41 51 

I I I I I I 

MPHNSIRSGH GGI^QLGGAP VNGRPLPEW RQRIVDLAHQ GVRPCDISRQ LRVSHGCVSK 60 

75 ILGRYYETGS IRPGVIGGSK PKVATPKWE KIGDYKRQNP TMFAWEIRDR LLAEGVCDND 120 

TVPSVSSINR IIRTKVQQPP NLPMDSCVAT KSLSPGHTLI PSSAVTPPES PQSDSUISTY 180 

SINGLU3IAQ PGSDKRKMDD SDQDSCRLSI DSQSSSSGPR KHLRTDAPSQ HKLEPLECPP 240 

ERQHYPEAYA SPSHTKGEQG LYPLPLUIST LDDQKATLTP SNTPLQRNLS THQTYPWAD 300 

PHSPFAIKQE TPEVSSSSST PSSLSSSAFL DUIQVGSGVP PFNAFPHAAS VYGQFTOQAL 360 

80 LSGRQWGPT LPQYPPHIPT SGQGSYASSA lAGMVAGSEY SGNAYGHTPY SSYSEAMRFP 420 
KSSLLSSPYY YSSTSRPSAP PTTATAFDHL 

Seq ID KO: 51 DNA sequence 
Nucleic Acid Accession ft: NM_013952 
85 Coding sequence: 161.. 1357 
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1 11 21 31 41 51 

I t I I i I 

TTCAGAAOOA GGAGAGACAC CGGGCCCAGG GCACCCTCGC GGGOGGOCGG ACCCAAGCAQ 60 

TGAGGGCCTG CAGCCGGCCO GCCAGGGCAG CGGCAGGCGC GGCCCGOACC TACGGGAGGA 120 

5 AGCCCCGAGC CCTCGGCGGG CTGOOAGCGA CTCCCCGGCG ATGCCTCACA ACTCCATCAG 180 

ATCTGGCCAT GGAGGGCTOA ACCAGCTGGG AGGGGCCTTT GTGAATGGCA QACCTCTGCC 240 

G6AAGTG0TC CGCCAGCGCA TOOTAGACCT GGCCCACCAG GGTGTAAGGC CCTGCGACAT 300 

CTCTCGCCAG CTCCGCGTCA GCCATGGCTG CGTCAGCAAQ ATCCTTGGCA GGTACTACGA 360 

GACTGGCAGC ATCCGGCCTG GAGTGATAGG GGGCTCCAAG CCCAAGGTOG <XACCCCCAA 420 

10 G G TGGTGGAG AAGATTGGGG ACTACAAACG CCAGAACOCT ACCATGTTTa CCTGGGAGAT 480 

COOAQAOCX^G CTCCTGGCTG AGOGCGTCTG TGACAATGAC ACTGTGCCCA GTGTCAQCTC 540 

CATTAATAGA ATCATCCGGA CCAAAGTGCA GCAACCATTC AAOCTCCCTA TGGACAGCTG 600 

CGTGGCCACC AAGTCCCTGA GTCCCGGACA CACGCTGATC CCCAGCTCAG CTGTAACTCC 660 

CCOGGAGTCA CCCCAGTOSG ATTCCCTGGG CTCXyvCCTAC TCCATCAATG GGCTCCTGGG 720 

15 CATCGCTCAG CCTGGCAGOG ACAAGAGGAA AATGGATGAC AGTGATCAGG ATAGCTGCCG 780 

ACTAAGCATT GACTCACAGA GCAGCAGCAG OGGACCCCGA AAGCACCTTC GCAOGGATGC 840 

CTTCAGCCAG CACCACCTCG AGCCGCTOGA GTGCCCATTT GAGCGGCAGC ACTACCCAGA 900 

GGCCTATGCC TCCCCCAGCC ACACCAAAGG CQAGCAGGGC CTCTACCCGC TGCCCTTGCT 960 

CAACAGCACC CTGGACGACX3 GGAAGGCCAC CCTGACCCCT TCCAACAOGC CACTGGGGCG 1020 

20 CAACCTCTCX5 ACTCACCAGA CCTACCCCGT GGTGGCAGCT CCGCCCTTTT GGATCTGCAG 1080 

CAftGTCGGCT CCGGGGTCCC GCCCTTCAAT GCCTTTCCCC ATGCTGCCTC CGTGTACGGO 1140 

CAGTTCACGG GCCAGGCCXrr CCTCTCAGGG CGAGAGATGG TGGGGCCCAC GCTGCCCGGA 1200 

TACCCACCCC ACATCCCCAC CAGCGGACAG GGCAQCTATG CCTCCTCTGC CATCGCAGGC 1260 

ATGGTOGCAG GAAGTGAATA CTCTGGCAAT GCCTATGGCC ACACCCCCTA CTCCTCCTAC 1320 

25 AGCGAGGCCT GGG6CTTCCC CAACTCCAGC TTGCTGAGTT CCCCATATTA TTACAGTTCC 1380 

ACATCAAGGC CGAGTQCACC GCCCAOCACT GCiCACGGCCT TTGACCATCT GTAGTTGCCA 1440 
TGGGGACAGT G 

Seq ID NO: 52 Protein sequence 
30 Protein Accession #i np_039246 

1 11 21 31 41 51 

I I I 1 I I 

MPHNSIRSGH GGLNQLGGAF VNGRPLPEW RQRIVDUIHQ GVRPCDISRQ LRVSHGCVSK 60 

ILGRYYETGS IRPGVIGGSK PKVATPKWE KIGDYKRQNP TMFAWEIRDR LLAEGVCDND 120 

35 TVPSVSSINR IIRTKVQQPF NLPMDSCVAT KSLSPGHTLI PSSAVTPPES PQSDSLGSTY 180 

SINGliLGIAQ PGSDKRKMDD SDQDSCRLSI DSQSSSSGPR KHLRTDAFSQ HHLEPtiECPF 240 

ERQHYPEAYA SPSHTKGEQG LYPLPLLNST LDDGKATLTP SNTPLGRNLS THQTYPWAA 300 

PPFWICSKSA PGSRPSMPPP MLPPCTGSSR ARPSSQGERW WGPRCPDTHP TSPPADRAAM 360 
PPIiPSQAWWQ EVNTLAMPMA TPPTPPTARP GASPTPAC 

40 

Seq ID NO: S3 DMA sequence 

Nucleic Acid Accession *: NM_012427 

Coding sequence; 43.. 924 

1 11 31 ' 31 41 51 

45 1 1 I I I I 

CTTGTGGTTC CTCTCTACTT GGGGAAATCA GGTGCAGCGG CCATGGCTAC AGCAAGACCC 60 

CCCTGGATGT GGGTGCTCTG TGCTCTGATC ACAOCCTTGC TTCTGGGGGT CACAGAGCAT 120 

GTTCTCGCCA ACAATGATGT TTCCTGTGAC CACCCCTCTA ACACCGTGCC CTCTGGGAGC 180 

- AACCAGGACC TGGGAGCTGO GGCOGGGGAA GACX3CCCGGT CGGATGACAG CAGCAGCCGC 240 

50 ATCATCAATQ GATCCGACTO CGATATGCAC ACCCAGCCGT GGCAGGCOGC GCTGTTGCTA 300 

AGGCCX:aACC AGCTCTACTG CGGGQCGGTG TTGGTGCATC CACAGTGGCT GCTCACGGCC 360 

GCCCACTGCA GGAAGAAAGT TTTCAGAGTC CGTCTCGGCC ACTACTCCCT GTCACCAGTT 420 

TATGAATCTG GGCAGCAGAT GTTCCAGGGG GTCAAATCCA TCCCCCAGCC TGGCTACTCC 480 

CACCCTGGCC ACTCTAACGA CCTCATGCTC ATCAAACTGA ACAGAAGAAT TCGTCCCACT 540 

55 AAAGATGTCA GACCCATCAA CGTCTCCTCT CATTGTCCCT CTGCTGGGAC AAAGTGCTTG 600 

GTGTCTGGCT GGGGGACAAC CAAGAGCCCC CAAQTGCACT TCCCTAAOQT CCTCCAGTGC 660 

TTGAATATCA GCGTGCTAAG TCAGAAAAGG TGCGAGGATG CTTACCCGAG ACAQATAGAT 720 

GACACCATGT TCTGCGCCGQ TGACAAAGCA GGTAGAGACT CCTGCCAGGQ TGATTCTGGG 780 

GGGCCTGTGG TCTGCAATGO CTCCCTGCAG GGACTCGTGT CCTGGGGAGA TTACCCTTGT 840 

60 GCCOGGCCCA ACAGACOGGG TGTCTACACG AACCTCTGCA AGTTCACCAA GTGGATCCAG 900 

GAAACCATCC AGGCCAACTC CTGAGTCATC CCAGGACTCA GCACACOGGC ATCCCCACCT 960 

GCTGCAGOGA CAGCCCTGAC ACTCCTTTCA GACCCTCATT CCTTCCCAGA GATGTTGAGA 1020 

ATGTTCATCT CTOCAGCCCC TGACCCCATG TCTCCTGGAC TCAGGGTCTG CTTCCCCCAC 1080 

ATTGGGCTGA CCGTGTCTCT CTAGTTQAAC CCTGGGAACA ATTTCCAAAA CTGTCCAGGG 1140 

65 CGGGGGTTGC GTCTCAATCT CCCTGGGGCA CTTTCATCCT CAAGCTCAGG GCCCATCCCT 1200 
TCTCTGCAGC TCTGACCCAA ATTTAGTCCC AGAAATAAAC TGAGAAGTGG AAAAAAAAAA 

Seq ID NO: 54 Protein sequence 
Protein Accession ft: NP 036SS9 
70 1 11 21 31 41 51 

1 1 I I I i 

MATARPPWMW VLCALITALL LGVTEHVLAN NDVSCDHPSN TVPSQSNQDL QAGAGEDARS 60 

DDSSSRIING SDCDMHTQPW QAALLLRPNQ LYCGAVLVHP QWLLTAAHCR KKVFRVRIXm 120 

YSLSPVYESG QQMFQGVKSI PHPGYSHPQH SNDLMLIKLN RRIRPTKDVR PINVSSHCPS 180 

75 AGTKCLVSGW GTTKSPQVHF PKVLQCLNIS VIiSQKRCEDA YPRQIDDTHP CAGDKAGRDS 240 
CQGDSGGPW QIGSLQGLVS WGDYPCARPN RPGVYTNI<CK FTKWIQBTIQ ANS 

Seq ID NOt 55 DNA sequence 
Nucleic Acid Accession 0t NM_002214 
oO Coding sequence: 681.. 2990 

1 11 21 31 41 51 

I I I I I I 

CCCAGAGCOG CCTCCCCCTG TTGCTGGCAT CCCGAGCTTC CTCCCTTGCC AGCCAGGACG 60 

CTGCCGACTT GTCrrTGCCC GCTOCTCOGC AGACGGGGCT GCAAAGCTGC AACTAATGGT 120 

85 GTTGGCCTCC CTGCCCACCT GTGGAAGCAA CTGCGCTGAT TGATGCGCCA CAGACTTTTT 180 
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TCCCCTCGAC CTCGCCGGOG TACCCTCCCA CAGATCCAGC ATCACCCAGT GAATGTACAT 240 

TAGGGTGGTT TCCCCCCCAG CTTOSGQCTT TGrrTGGGTT TGATTQTGTT TGGCTCTTOG 300 

CTAAGCTQAT TTATGCAGCA GAAGCCCCAC CGGCTGGAGA OAAACAAAAG CTCTTTTCTT 360 

TGTCCCGGAG CAGGCTGCGQ AGCCCTTGCA GAOCCCTCTC TCCAGTOGCC GCOGGGCCCT 420 

TGGCCGTCGA AGGAGGTGCT TCTCGCGQAG ACCGCGGOAC CCGCCGTGCC GAGCCGGGAG 480 

GGCCGTAGGG GCCCTGAGAT GCXX3AGCGGT OCCOGGQCCC GCTTACCTGC ACCQCTTGCT 540 

COGAGCCGOG GGGTCCGCCT GCTAGGCCTO CGGAAAACGT CCTAGOGACA CTCGCCCGCG 600 

GGCCCOGAGG TCGCCCGGGA GGCCGAGCCC GCGTCCGGAA GGCAGCCAGG CGGOGGGCGC 660 

GGGGCGGGCT aTTTTGCATT ATGTGCOaCT CGGCCCTGGC TTTTTTTACC GCTGCATTTG 720 

TCTGCCTGCA AAACGACCGG OQAGGTCCCG CCTCGTTCCT CTGGGCAGCC TGGGTGTTTT 780 

CACTTGTTCT TGGACTGGGC CAAGGTGAAG ACAATAGATG TGCATCTTCA AATGCAGCAT 840 

CCTGTGCCAG GTGCCTTGOG CTGGGTCCAG AATOTGGATG GTGTGTTCAA GAGGATTTCA 900 

TTTCAGGTGG ATCAAGAAGT GAAOGTTGTG ATATTGTTTC CAATTTAATA AGCAAAGQCT 960 

GCTCAGTTGA TTCAATAGAA TACCCATCTG TGCATGTTAT AATACCCACT GAAAATGAAA 1020 

.TTAATACCCA GGTGACACCA GGAGAAGTGT CTATCCAGCT GCGTCXAGGA GCCGAAGCTA 1080 

ATTTTATGCT GAAAGTTCAT CCTCTGAAGA AATATCCTQT GGATCTTTAT TATCTTGTTG 1140 

ATGTCTCAGC ATCAATGCAC AATAATATAG AAAAATTAAA TTCCGTTGQA AAOGATTTAT 1200 

CTAGAAAAAT GGCATTTTTC TCCCX3TGACT TTOGTCTTGG ATTTGGCTCA TACGTTQATA 1260 

AAACAGTTTC ACCATACATT AGCATCCACC CCGAAAGGAT TCATAATCAA TGCAGTGACT 1320 

ACAATTTAGA CTGCATGCXTT CCCCATGGAT ACATCCATQT GCTOTCTTTG ACAGAGAACA 1380 

TCACTGAGTT TGAGAAAGCA GTTCATAGAC AGAAGATCTC TGGAAACATA GATACACCAG 1440 

AAGGAGGTTT TGACGCCATG CTTCAGGCAG CTGTCTGTGA AAGTCATATC GGATOGCXSAA 1500 

AAGAGGCTAA AAGATTOCTG CTGGTGATGA CAGATCAGAC GTCTCATCTC GCTCTTOATA 1560 

GCAAATTGGC AGGCATAQTa GTGCCCAATG AOGGAAACTG TCATCTGAAA AACAACGTCT 1620 

ACGTCAAATC GACAACXaVTG GAACACCCCT CACTAGGOCA ACTTTCAGAG AAATTAATAG 1680 

ACAACAACAT TAATGTCATC TTTGCAGTTC aKgGAAAACA ATTTCATTGG TATAAGGATC 1740 

TTCTACCCCT CTTGCCAGGC ACCATTGCTG GTGAAATAGA ATCAAAGGCT GCAAACCTCA 1800 

ATAATTTGGT AGTGGAAGCC TATCAGAAGC TCATTTCAGA AGTGAAAGTT CAGGTGGAAA 1860 

accaggtaca aggcatctat tttaacatta ccx3ccatctg tccagatggq tccagaaagc 1920 

caggcatgga aggatgcaga aacgtgacga gcaatgatga agttcttttc aatgtaacag 19 bo 

ttacaatgaa aaaatgtgat gtcacaggag gaaaaaacta tgcaataatc aaacctattg 2040 

GTTTTAATQA AACOGCTAAA ATTCATATAC ACAGAAACTG CAGCTGTCAG TGTGAGGACA 2100 

ACAGAGGACC TAAAGGAAAG TGTGTAGATG AAACTTTTCT AGATTCCAAG TGTTTCCAGT 2160 

GTGATGAGAA TAAATGTCAT TTTGATGAAG ATCAGTTTTC TTCTGAGAQT TGCAAGTCAC 2220 

ACAAGGATCA GCCTGTTTGC AGTGGTCX3AG GAGTTTGTGT TTGT6GGAAA TGTTCATGTC 2280 

ACAAAATTAA GCTTGGAAAA GTGTATGGAA AATACTGTGA AAAGGATGAC TTTTCTTGTC 2340 

CATATCACCA TGQAAATCTG TGTGCTQGGC ATGGAGAGTG TGAAGCAGGC AGATGCCAAT 2400 

GCTTCAGTGG CTGGGAAGGT QATOGATGCC AGTQCCCTTC AGCAGCAGCC CAGCACTGTG 2460 

TCAATTCAAA GGGCCAAGTG TGCAGTGGAA GAGGCACGTG TGTGTQTaGA AGGTXJTGAGT 2520 

GCACCX5ATCC CAGGAGCATC GGCXX3CTTCT GTGAACACTQ OCCCACCTGT TATACAGCCT 2580 

QCAAGGAAAA CTGGAATTGT AT6CAATGCC TTCACCCTCA CAAnTGTCT CAGGCTATAC 2640 

TTGATCAQTQ CAAAACCTCA TGTGCTCTCA TGGAACAACA GCATTATGTC GACCAAACTT 2700 

CAGAATQTTT CTCCAGCCCA AGCTACTTGA GAATATTTTT CATCATTTTC ATAGTTACAT 2760 

TCTTGATTGG GTTGCTTAAA OTCCTGATCA TTAQACAGGT QATACTACAA TGGAATAGTA 2820 

ATAAAATTAA GTCCTCATCA GATTACAGAG TGTCAGCCTC AAAAAAGGAT AAGTTGATTC 2880 

TGCAAAGTGT TTGCACAAGA GCAGTCACXTT ACCGACGTGA QAAGCCTGAA GAAATAAAAA 2940 

TGGATATCAG CAAATTAAAT GCTCATGAAA CTTTCAGGTG CAACTTCTAA AAAAAGATTT 3000 

TTAAACACTT AATGGGAAAC TGGAATTOTT AATAATTGCT CXTTAAAGATT ATAATTTTAA 3060 

AAGTCACAGG AGGAGACAAA TTGCTCACGG TCATGCCAGT TGCTGGTTGT ACACTCGAAC 3120 

GAAGACTGAC AAGTATCCTC ATCATGATGT GACTCACATA 6CTGCTGACT TTTTCAGAGA 3180 

AAAATGTGTC TTACTACTGT TTGAQACTAG TGTCGTTGTA GCACTTTACT G TAAT ATATA 3240 

ACTTATTTAG ATCAGCATAG AATGTAGATC CTCTGAAGAG CACTGATTAC ACTTTACAGG 3300 

TACCTGTTAT CCCTACGCTT CCCAQAGAGA ACAATGCTQT QAGAGAGTTT AGCATTGTGT 3360 

CACTACAAGG GTACAGTAAT CCCTGCACTG GACATGTGAG GAAAAAAATA ATCTGGCAAG 3420 

TATATTCTAA GGTTGCCAAA CACTTCAACA GTTGGTGGTT GAATAGACAA GAACAGCTAG 3480 

ATQAATAAAT QATTCQTGTT TCACTCTTTC AAGAGGTGAA CAGATACAAC CTTAATCTTA 3540 

AAAGATTATT GCTTTTTAAA GTGTQTAaTT TTATGCATGT GTGTTTATGG TTTGCTTATT 3600 

TTTGCAAGAT GGATACTAAT TCCAGCATTC TCTCCTCTTT QOCTTTATGT TTTGTTTTCT 3660 

TTTTTACAGG ATAAGTTTAT GTATGTCACA GATGACTGGA TTAATTAAGT GCTAAGTTAC 3720 

TACTGCCATA AAAAACTAAT AATACAATGT CACTTTATCA GAATACTAGT TTTAAAAGCT 3780 
GAATGTTAA 

Seq ID NO: 56 Protein sequence 
Protein Accession tt: NP_002205 

1 11 21 31 41 51 

I I I I I 1 

MCGSALAFPT AAFVCLQNDR RGPASFLWAA WVFSLVLGLG QQSDNRCASS NAASCARCLA 60 

LGPECGWCVQ EDPISGGSRS ERCDIVSNLI SKGCSVDSIE YPSVHVIIPT ENEINTQVTP 120 

GEVSIQliRPG AEAMFMLKVH PLKKYPVDLY YLVDVSASMH NNIEKLNSVG NDIiSRKMAFF 180 

SRDFRLOFQS YVDKTVSPYX SIHPERIHKQ CSDYNLDCMP PHGYIHVLSL TENITEFEKA 240 

VHRQKISQNI DTPEXMFDAM LQAAVCBSHI GWRKEAKRLL LVMTDQTSHI. ALDSKLAGIV 300 

VPNDGNCHLK NNVYVKSTTM EHPSLGQLSE KLIDNNINVI FAVQGKQFHW YKDLLPLLPG 360 

TIAGEIBSKA ANLNNLWEA YQiCLISEVKV QVENQVQGIY FNITAICPDG SRKPGMEGCR 420 

NVTSNDEVLF MVTVTMKKCD VTGGKNYAII KPIGFNETAK IKIHRNCSCQ CEDNRGPKGK 480 

CVDETPLDSK CFQCDEMKCH FDEDQPSSES CKSHKDQPVC SQRGVCVCGK CSCHKIKLGK 540 

VYGKYCEKDD PSCPYHHGNL CAGHGECEAQ RCQCFSGHEC DROQCPSAAA QHCVNSKGQV 600 

CSGRGTCVCG RCECTDPRSI QRFCBHCPTC YTACKEN«NC MQCLHPHNI.S QAILDQOCTS 660 

CAU^EQQHYV DQTSECFSSP SYLRIFPIIF IVTFLIGLLK VLIIRQVIXiQ WNSNKIKSSS 730 
DYRVSASKKD KLILQSVCTR AVTYRREKPE EIKMDISKLN AHETFRCKP 

Seq ID NOt 57 DNA sequence 

Nucleic Acid Accession ft: NM_001719 

Coding sequence t 123.. 1418 

1 11 21 31 41 51 

I I I.I I 1 
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GGGCGCAGOO GGGCCOGTCT GCAGCAAGTG ACCGACGGCC GGGACGGCCG CCTGCCCXXT 60 

CTGCCACCTG GGQOGGTGCG GGCCCX3GA0C C0C3GA0CC0G GOTAGCGOGT AQAOCCGGCG 120 

CGATOCACGT GCGCTCACTG CXMCTGCQQ OGCCGCACAG CTTCGTGGCG CTCTGGGCAC 180 

CCCTGTTCCT GCTGOGCTCC GCCCTGGCOO ACTTCAGCCT GGACAACOAO QTGCACTCGA 240 

GCTTCATCCA CCGGOGCCTC CGCAGCCAGG AGCGGCGGGA GATGCAGCGC GAGATCCTCT 300 

CCATTTTQOG CTTGCCCCAC OGCCOGCGCC COCACCTCCA GGGCAAQCAC AACTCGGCAC 360 

CCATGTTCAT GCrGGACXTTG TACAAC6CCA TGGOOGTQGA GGAGGGCGGC GGGCCCGGCG 420 

GCCAGGGCTT CTCCTACCCC TACAAGGCCQ TCTTCAGTAC CCAGOQCCCC CCTCTGQCCA 480 

GCCTGCAAGA TAQCCATTTC CTCACCGAOQ COGACATGGT CATGAGCTTC GTCAACCTOJ 540 

TGQAACATGA CAAGGAATTC TTCCACCCAC GCTACCACCA TCGAGAGTTC OGGTTTGATC 600 

TTTCCAAGAT CCCAGAAGGG GAAGCTGTCA OOGCAGCOQA ATTCCGGATC TACAAGGACT 660 

ACATCCGGGA ACGCTTCGAC AATGAGACQT TCCGGATCAG CQTTTATCAG GTGCTCCAGG 720 

AGCACTTGGG CAGGGAATCG GATCTCTTCC TGCTCGACAG CCOTACCCTC TGGQCCTCGO 780 

AGGAGGGCTG GCTGGTGTTT QACATCACAG CCACCAGCAA CCACTGGGTG GTCAATCCGC 840 

GGCACAACCT GGGCCTGCAG CTCTCGGTGQ AGACGCTGGA TGGGCAGAGC ATCAACCCCA 900 

AGTTQGOGGG CCTGATTGGG CX3GCACGGGC CCCAGAACAA GCAGCCCTTC ATGGTGGCTT 960 

TCTTCAAGQC CACGGAGGTC CACTTCOGCA GCATCOGGTC CACX3GGGAGC AAACAGCGCA 1020 

GCCAGAACCG GTCCAAGAOG CCCAAGAACC AGGAAGCCCT GC3GGATGGCC AACGTGGCAQ 1080 

AGAACAGCAG CAGCGACCAG AGGCAOOCCT GTAAGAAQCA CGAGCTQTAT GTCAGCTTCC 1140 

GAGACCTGGG CTGGCAGGAC TGGATCATCG CGCXTTQAAGG CTAOGCCGCC TACTACTGTG 1200 

AGGGQGAGTQ TGCCTTCCCT CTGAACTCXTT ACAT6AACGC CACCAACCAC GCCATCGTGC 1260 

AGACGCTGGT CCACTTCATC AACCCGOAAA OGGTGCCCAA GCCCTGCTGT GCGCCCAOGC 1320 

AGCTCAATGC CATCTCCX3TC CTCTACTTCG ATGACAGCTC CAACGTCATC CTGAAGAAAT 1380 

ACAGAAACAT GGTGGTCCGG GCCTGTGGCT GCCACTAGCT CCTCCGAGAA TTCAGACCXTT 1440 

TTGGGGCCAA GTTTTTCTGG ATCCTCCATT GCTCGCCTTG GCCAGGAACC AGCAGACCAA 1500 

CTGCCTTTTG TGAGACCTTC CCCTCCCTAT CjtCCAACTTT AAAGGTGTGA GAGTATTAGG 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAGTG GCAGCATCCA ATGAACAAGA 1620 

TCCTACAAGC TGTGCAGGCA AAACCTAGCA GGAAAAAAAA ACAACGCATA AAGAAAAATG 1680 

GCCGOGCCAG GTCATTGGCT GGGAAGTCTC AGCCATGCAC GGACTOGTTT CCAGAGGTAA 1*740 

TTATQAGCQC CTACCAGCCA GGCXyvCCCAG CCX3TGGGAGG AAGGGGGOTr GGCAAGGGGT 1800 

GGQCACATTG GTGTCTGTQC GAAAGGAAAA TTGACCCGGA AGTTCCTGTA ATAAATGTCA 1860 
CAATAAAACG AATGAATG 

Seg ID NO: 56 Protein sequence 
Protein Accession if: MP 001710 

1 11 21 31 41 51 

I I I 1 I I 

MHVRSLRAAA PH5FVALWAP LFLLRSAIiAD FShDHEVHSS FIHRRLRSQE HR£MQRSIZ/S 60 

ILGLPHRPRP HLQGKHNSAP MFfdLDLYNAM AVEEGGGPGG QGPSYPYKAV FSTQGPPtiAS 120 

LQDSHFLTDA DMVMSFVNLV EHDKEFFHPR YHHREFRFDL SKIPEGEAVT AAEFRIYKDY 180 

IRERPDNETP RISVYQVLQE HLGRESDLFL LDSRTLWASE EGWLVFDITA TSNHWWNPR 240 

HNIiGLQLSVE TLDGQSINPK LAGLIGRHGP QNKQPFHVAF FKATEVHFRS IRSTGSKQRS 300 

QNRSKTPKNQ EALRMANVAE NSSSDQRQAC KKHELYVSFR DLGHQDWIIA PEXJYAAYYCE 360 

GECAFPLNSY MNATNHAIVQ TLVHFINPET VPKPCCAPTQ LKAISVLYPD DSSNVILKKY 420 
RNIWVRACGC H 

Seq ID NO J 59 DNA sequence 

Nucleic Acid Accession #: NM_002e2l 

Coding sequence! 150.. 3362 

1 11 21 31 41 51 

I I i I I I 

AACTCCCGCC TOGGGACGCC TCGGGGTCGG GCTCCGGCTG CGGCTGCTGC TGCGGCGCCC 60 

GCGCTCCGGT GCGTCCGCCT CCTGTGCCCG CCGCGGAGCA GTCTGCGGCC CGCCGTGOGC 120 

CCTCAGCTCC TTTTCCTGAG CCCQCCGCOA TGGGAGCTGC GCGGGGATCC CCGGCCAGAC 180 

CCCGCCGGTT GCCTCTGCTC AGCQTCCTOC TGCTGCCGCT GCTGQGCGGT ACCCAGACAG 240 

CCATTGTCTT CATCAAGCAG CCGTCCTCCC AGGATGCACT GCAGOGGOGC CGGQCGCTGC 300 

TTCGCTGTGA GGTTGAGGCT CCGGGCCOGG TACATGTGTA CTGGCTGCTC. GATGGGGCCC 3 60 

CTOTCCAGOA CACGGAGCGQ CGTTTCGCCX: AGGGCAGCAG CCTGAGCTTT GCAGCTGTGG 420 

ACCGGCTGCA GGACTCTGGC ACCTTCCAGT QTGTGGCTOQ GGATOATGTC ACTGGAGAAG 480 

AAGCCCXJCAG TGCCAACGCC TCCTTCAACA TCAAATGGAT TGAGOCAGGT CCTGTGGTCC 540 

TGAAGCATCC AQCCTCGGAA GCTGAGATCC AGCCACAGAC CCAGGTCACA CTTCGTTGCC 600 

ACATTGATGG GCACCCTCGG CCCACCTACC AATGGTTCCG AGATQGGACC CCCCTTTCTG 660 

ATGGTCAGAG CAACCACACA GTCAGCAGCA AGGAGCGGAA CCTGACGCTC CGGCCAGCTG 720 

GTCCTGAGCA TAGTGGGCTG TATTCCTGCT GCGCCCACAG TGCTTTTGGC CAGGCTTGCA 780 

GCAGCCAGAA CTTCACCTTG AGCATTGCTG ATGAAAGCTT TGCCAGGGTG GTGCTGGCAC 840 

CCCAGGACGT GGTAGTAGCG AGGTATGAGG AGGCCATGTT CCATTGCCAG TTCTCAGCCC 900 

AGCCACCCCC GAGCCTGCAG TGGCTCTTTG AGGATGAGAC TCCCATCACT AACOGCAGTC 960 

GCCCCCCACA CCTCCGCAGA GCCACAOTGT TTGCCAAOGG GTCTCTGCTG CTGACCCAGQ 1020 

TCCGGCCACO CAATGCAGGG ATCTACOGCT GCATTGGCCA GGGGCAGAGG GGCCCACCCA 1080 

TCATCCTGGA AGCCACACTT CACCTA6CAG AGATTGAAGA CATOCOGCTA TTTGAGCCAC 1140 

GGGTGTTTAC AGCTGGCAGC GAGGAGOGTG TGACCTGCCT TCCCCCCAAO GGTCTGCCAO 1200 

AGCCCAGCGT OTGOTGGGAG CACOCGGGAQ TCOGGCTGCC CACCCATGGC AGGGTCTACX: 1260 

AGAAGGGCCA CGAGCTGGTG TTGGCCAATA TTGCTGAAAG TGATGCTGGT GTCTACACCT 1320 

GCCACGCGGC CAACXTOGCT GGTCAGCGGA GACAGGATGT CAACATCACT GTGGCCACTG 1380 

TGCCCTCCTG GCTGAAGAAG CCCCAA6ACA GCCAGCTGGA GGAGGGCAAA CCOGGCTACT 1440 

TGGATTGCCT GACCCAGGCC ACACCAAAAC CTACAC?rTGT CTGGTACAGA AACCAGATGC 1500 

TCATCTCAGA GGACTCACGG TTOGAGGTCT TCAAGAATGG GACCTTGOGC ATCAACAGOG 1560 

TGGAGGTGTA TGATGGGACA TGGTACCGTT GTATGAGCAQ CACCCCAGCC QGCAGCATCG 1620 

AGGCGCAAGC CCGTGTCCAA GTGCTGGAAA AGCTCAAGTT CACACCACCA CCCCAGCCAC 1680 

AGCAGTGCAT GGAGTTTGAC AAGGAGGCCA CGGTGCCCTG TTCAGCCACA GGCOGAGAGA 1740 

AGCCCACTAT TAAGTGGGAA CGGGCAGATG GGAGCAGCCT CCCAGAGTGG GTGACAGACA 1800 

ACGCTGGGAC CCTGCATTTT OCCCOGGTGA CTCGAGATQA OGCTGGCAAC TACACTTGCA 1860 

TTGCCTCCAA CGGGCCGCAG GGCCAQATTC OTGCCCATGT CCAGCTCACT GTGGCAGTTT 1920 

TTATCACCTT CAAAGTGGAA CCAGAQCGTA CGACTGTGTA CCAOGGCCAC ACAGCCCTAC 1980 

TGCAOTGCGA GGOCCAGGGG GACCCCAAGC OGCTGATTCA GTGQAAAOGC AAGGACOGCA 2040 
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TCCTGGACCC CACCAAGCTG GGACCCAGGA TQCACATCTT CCAQAATGGC TCCCTGGTGA 2100 

TCCATGAOGT GGCCCCTOAb GACTCAGGCC GCTACACCTG CATTGCAGGC AACAGCTGCA 2160 

ACATCAAGCA CACGGAOOCC CCCCTCTATQ TCGTGGACAA GCCTGTGCCG GAGGAQTCGO 2220 

AGGGCCCTGO CAOCCCTCCC CCCTACAAGA TGATCCAGAC CATTGGGTTG TCGGTOGGTG 2280 

5 CCX3CTGTGGC CTACATCATT GCCGTQCTGG GCCTCATGTT CTACTGCAAG AAGCQCTGCA 2340 

AAGCCAAOOG GCTGCAGAAO CAGCCCGAGG GOGAGGAGCC AGAGATGGAA TGCCTCAACQ 2400 

GAGGGCCTTT GCAGAACXWG CAGCCCTCAG CAGAGATCCA AGAAGAAOTG GCCTTGACCA 2460 

GCTTGGGCTC CGGCCCCGCG GCCACCAACA AACGCCACAG CACAAGTQAT AAGATGCACT 2520 

TCCCACGGTC TAGCCTGCAO CCCATCACCA OCCTGGGGAA GAGTGAGTTT GGGGAGCTGT 2580 

10 TCCTGGCAAA GQCTCAGOGC TTGGAGGAGG QAGTGGCAGA GACCCTGGTA CTTQTGAAGA 2640 

GCCTGCAGAC GAAGGATGAG CAOCAGCAGC TGGACTTCCG GAGGGAGTTG GAGATGTTTO 2700 

GGAAGCTGAA CCACGCCAAC GTGOTOOGGC TCCTQGGGCT GTGCCXK5GAG GCTGAGCCCC 2760 

ACTACATGGT GCTGGAATAT GTGGATCTGG GAQACCTCAA GCAQTTCCTG AGGATTTCCA 2820 

AGAGCAAGGA TGAAAAATTO AAGTCACAGC CCCTCAGCAC CAAGCAGAAO GTGGCCCTAT 2880 

15 GCACCCAGGT AGCCCTGQGC ATGGAGCACC TGTCCAACAA CCGCTTTGTG CATAAGGACT 2940 

TGGCTGCX3CG TAACTGCCTG GTCAGTGCCC AGAOACAAOT GAAGGTGTCT GCXXTTGGGCC 3000 

TCAGCAAGGA TGTGTACAAC AGTGAGTACT ACCACTTCCG CCAGGCCTGO GTGCCGCTGC 3060 

GCTGGATGTC CCCCGAGGCC ATCCTGGAGG GTGACTTCTC TACCAAGTCT GATGTCrGGG 3120 

CCTTOGGTQT GCTQATGTGG GAAGTGTTTA CACATGGAGA GATGCCXXAT GGTGGGCAGQ 3180 

20 CAGATGATGA AGTACTGGCA QATTTQCAQG CTGGQAAGGC TAGACTTCCT CAGCCCGAGG 3240 

GCTGCCCTTC CAAACTCTAT CGGCTGATGC AGCGCTGCTQ GGCCCTCAGC CCCAAGGACC 3300 

GGCCCTCCTT CAGTGAGATT GCCAGCGCCC TGGGAGACAG CACCX3TGGAC AGCAAGCCGT 3360 

GAGGAGGQAG CCCGCTCAGG ATGGCCTGGG CAGGGGAGGA CATCTCTAGA GGGAAGCTCA 3420 

CAGCATGATG GGCAAGATCC CTOTCCTCCT GGGCCCTGAG GTGCCCTAQT GCAACAG6CA 3480 

25 TTGCTGAGGT CTGAGCAGGG CCTGGCCTTT CCTCCTCTTC CTCACCCTCA TCCTTTGGGA 3540 

GGCTGACTTG GACCCAAACT GOGCGACTAG gACTTTQAOC TGGOCAGTTT CCCCTGCCAC 3600 

CTCTTCCTCT ATCAGGGACA GTGTGGGTGC CACAGGTAAC CCCAATTTCT GGCCTTCAAC 3660 

TTCTCCCCTT GACCGGGTCC AACTCTGCCA CTCATCTGCC AACTTTGCCT GGGGAGGGCT 3720 

AGGCTTQGGA TQAGCTGOGT TTQTGGGGAG TTCCTTAATA TTCTCAAGTT CTGGQCACAC 3780 

30 AGGGTTAATG AGTCTCTTGC CCACTGGTCC ACTTGGGGGT CTAGACCAGG ATTATAGAGG 3840 

ACACAGCAAG TGAGTCCTCC CCACTCTGGG CTTGTGCACA CTGACCCAGA CCCACGTCTT 3900 

CCCCACCCTT CTCTCCTTTC CTCATCCTAA GTGCCTGGCA GATGAAGGAG TTTTCAGGAO 3960 

CTTTTGACAC TATATAAACC GCCCTTTTTG TATGCACCAC GGGCGGCTTT TATATGTAAT 4020 

TGCAGCGTGO GGTGGGTGGQ CATGGGAGGT AGGGGTGGGC CCTGGAGATG AGGAGGGTGG 4080 

35 GCCATCCTTA CCCCACACTT TTATTGTTGT CXnTTTTTGT TTGTTTTGTT TrTTTGTTTT 4140 
TOTTTTTGTT TTTACACTCG CTGCTCTCAA TAAATAAGCC TTTTTTA 

Seq ID NO I 60 Protein sequence 
Protein Accession Ifi NP_002812 
40 1 11 21 31 41 SI 

I I I I I I 

MGAARGSPAR PRRLPLLSVL ItLPLLGGTQT AIVFIKQPSS QDALQORRAIj LRCBVEAPGP 60 

VHVYWLLDGA PVQDTERRFA QGSSLSFAAV DRLQDSGTFQ CVARDDVTGE EARSANASFN 120 

IKWIEAGPW LKHPASEAEI QPQTQVTLRC HIDGHPRPTY QWFRDGTPLS DGQSNHTVSS 180 

45 KERNLTIiRPA GPEHSGLYSC CAHSAFGQAC SSQNFTIiSIA DESPARWLA PQDVWARYE 240 

EAMFHCQFSA QPPPSLQWLF EDETPITNRS RPPHLRRATV FAKGSLLLTQ VRPRNAGIYR 300 

CIGQGQRQPP irLEATX.HLA EIEDMPLFBP RVFTAGSBER VTCLPPKGLP EPSVWWEHAQ 360 

VRLPTHGRVY QKGHELVLAN lAESDAGVYT CHAANLAGQR RQDVNITVAT VPSWLKKPQD 420 

SQLEEGKPGY LDCLTQATPK PTWWYRNQM IjISEDSRFEV FKKGTLRINS VEVYDGTMYR 480 

50 CMSSTPAGSI EAQARVQVLE KUCFTPPPQP QQCMEPDKEA TVPCSATGRE KPTIKWERAD 540 

QSSLPEWVTD MAQTLHFARV TRDDAGNYTC lASNGPQGQI RAHVQLTVAV FITFKVEPER 600 

TTVYQGHTAL LQCEAQGDPK PLIQWKGKDR ILDPTKLGPR MHIFQNGSLV IHDVAPEDSG 660 

RYTCIAGNSC NIKHTEAPLY WDKPVPEES EGPGSPPPYK MIQTIGLSVG AAVAYIIAVL 720 

GLMFYCKKRC KAKRLQKQPE GEEPEMECLN GQPLQNGQPS AEIQEEVALT SLGSGPAATN 780 

55 KRHSTSDKMH PPRSSLQPIT TLGKSEFGEV FLAKAQGLEE QVAETLVLVK SLQTKDEQQQ 840 

LDFRRELEMP GKLNHANWR LLGLCREAEP HYMVLEYVDL GDLKQFLRIS KSKDEKLKSQ 900 

PLSTKQKVAIj CTQVALGMEH LSNNRFVHKD LAARNCLVSA QRQVKVSALG LSKDVYNSEY 960 

YHFRQAWVPL RWMSPEAILE QDFSTKSDVW APGVLMWEVF THGEMPHGGQ ADDEVLADLQ 1020 

^ AGKARLPQPE GCPSKLYRLM QRCWALSPKD RPSFSEIASA LGDSTVDSKP 

60 

Seq ID KOt 61 DKA sequence 

Nucleic Acid Accession ft: NM_006103 

Coding sequence i 2 9 . . 4 0 6 

^. I 11 21 31 41 51 

65 1 1 I I I I 

CACCTGCACC CCGCCCGOGC ATAGCACCAT GCCTGCTTGT OGCCTAGGCC CQCTAGCOGC 60 

CGCCCTCCTC CTCAGCCTGC TGCTGTTCGG CTTCACCCTA GTCTCAGGCA CAGGAGCAGA 120 

GAAGACTGGC GTGTGCCCCG AGCTCCAGGC TQACCAGAAC TGCACGCAAG AGTGCGTCTC 180 

GGACAGCGAA TGCGCCGACA ACCTCAAGTQ CTGCAGCGCO GGCTGTGCCA CCTTCTGCCT 240 

70 TCTCTGCCCA AATGATAAGG AGGGTTCCTG CCCCCAGGTG AACATTAACT TTCCCCAGCT 300 

CGGCCTCTGT CGGGACCAGT GCCAGGTGGA CAGCCAGTGT CCTGGCCAGA TGAAATGCTG 360 

CCGCAATGGC TGTGQGAAGG TGTCCTGTGT CACTCCCAAT TTCTGAGGTC CAGCCACCAC 420 

CAGGCTGAGC AGTGAGGAGA GAAAOTTTCT OCCTGGCCCT GCATCTGGTT CCAGCCCACC 480 

TGCCCTCCCC TTTTTCGGGA CTCTGTATTC CCTCTTGGGC TGACCACAGC TTCTCCCTTT 540 

75 COCAACCAAT AAAGTAACCA CTTTCAGCAA AAAAAAAAAA AAAA 

Seq ID NO: 62 Protein sequence 
Protein Accession #: NP_006094 

1 11 21 31 41 51 

80 I I I I I I 

MPACRLGPLA AALbLSLLLF GFTLVSGTGA EKTGVCPEIjQ ADQNCTQECV SDSECADNLK 60 

CCSAGCATFC LLCPNDKEGS CPQVNINFPQ LGU3UXICQV DSQCPGQMKC CRNGOGKVSC 120 
VTPNP 

85 Seq ID NO: 63 DNA sequence 
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Nucleic Acid Accession Ui MM_001203 
Coding sequence i 2-74.. 1782 ~ 

1 11 '21 31 41 51 

I I t t I I 

CGGGGGGCGC GGAGTOGGOO GGGCCTCGOG GQACX3CGGGC AGTGCG6ACA CCGCGGC6CT 60 

GAGGACGCGO GAGCCGGGAQ 0GCACX30CCG GGGTGQAGTT CAGCCTACTC TTTCTTAGAT 120 

GTGAAAGQAA AGGAAQATCA TTTCATGCCT TOTTGATAAA GGTTCAGACT TCTQCTGATT 180 

CATAACCATT TGGCTCTGAQ CTATGACAAG AGAGGAAACA AAAAGTTAAA CTTACAAGCC 240 

TGCCATAAGT GAGAAGCAAA CTTCCTTGAT AACATGCTTT TGCGAAGTGC AGGAAAATTA 300 

AATGTGGGCA CCAAGAAAGA GOATGGTGAG AOTACAGCCC CCACCCCCCG TCCAAAGGTC 360 

TTGCGTTGTA AATGCCACCA CCATTGTCCA OAAGACTCAG TCAACAATAT TTGCAGCACA 420 

GAOGGATATT GTTTCACGAT GATAGAAQAG GATGACTCTQ GGTTGCCTGT GOTCACTTCT 480 

GGTTGCCTAO GACTAGAAGG CTCAGATTTT CAGTGTCX3GG ACACTCCCAT TCCTCATCAA 540 

AGAAGATCAA TTGAATGCTG CACAGAAAGG AACGAATQTA ATAAAGACCT ACACCCTACA 600 

CTGCCTCCAT TGAAAAACAG AGATTTTGTT GATGGACCTA TACACCACAG GGCTTTACTT 660 

ATATCTGTGA CTGTCTGTAG TTTGCTCTTG GTCCTTATCA TATTATTTTG TTACTTCCGQ 720 

TATAAAAGAC AAOAAACCAQ ACCTCGATAC AGCATTGGGT TAGAACAGGA TGAAACTTAC 780 

ATTCCTCCTQ GAQAATCCCT GAGAQACTTA ATTGAGCAGT CTCAGAQCTC AGGAAGTGQA 840 

TCAGGCCTCC CTCTGCTGGT CCAAAGGACT ATAGCTAAGC AGATTCAGAT GGTGAAACAG 900 

ATTGGAAAAG GTCGCTATGG GGAAGTTTGG ATGGGAAAGT GGCGTGGOGA AAAGGTAGCT 960 

GTGAAAQTGT TCTTCACCAC AQAGGAAQCC AGCTGGTTCA GAGAGACAGA AATATATCAG 1020 

ACAGTGTTGA TGAGGCATGA AAACATTTTG GGTTTCATTG CTGCAGATAT CAAAGGGACA 1080 

GGGTCCTGGA CCCAGTTGTA CCTAATCACA GACTATCATG AAAATGGTTC CCTTTATGAT 1140 

TATCTGAAGT CCACCACCCT AGACGCTAAA TCAATGCTGA AGTTAGCCTA CTCTTCTGTC 1200 

AGTGGCTTAT GTCATTTACA CaCAGAAATC ITTAGTACTC AAGGCAAACC AGCAATTGCC 1260 

CATOSAGATC TGAAAAGTAA AAACATTCTG G^AAGAAAA ATGGAACTTG CTOTATTGCT 1320 

GACCTGGGCC TGGCTGTTAA ATTTATTAGT GATACAAATG AAGTTGACAT ACCACCTAAC 1380 

ACTCGAGTTG GCACCAAACG CTATATGCCT CCAGAAGTGT TGGACGAGAG CTTQAACAGA 1440 

AATCACTTCC AGTCTTACAT CATGGCTGAC ATGTATAGTT TTGGCCTCAT CCTTTGGGAG 1500 

GTTGCTAGQA GATGTGTATC AGGAGGTATA GTGGAAOAAT ACCAGCTTCC TTATCATGAC 1560 

CTAGTGCCCA GTQACCCCTC TTATGAOGAC ATOAGGGAGA TTGTGTX3CAT CAAGAAGTTA 1620 

CGCCCCTCAT TCCCAAACCG GTGGAGCAGT GATGAGTGTC TAAGGCAGAT GGGAAAACTC 1680 

ATGACAGAAT GCTGGGCTCA CAATCCTGCA TCAAGGCTGA CAGCCCTGCG GGTTAAGAAA 1740 

ACACTTGCCA AAATOTCAGA GTCCCAGGAC ATTAAACTCT GATAGGAGAG GAAAAGTAAG 1800 

CATCTCTGCA GAAAGCCAAC AGGTACTCTT CTGTTTGTGG GCAGAQCAAA AGACATCAAA 1860 

TAAGCArcCA CAGTACAAGC CTTGAACATC GTCCTGCTTC CCAGTGGGTT CAGACCTCAC 1920 

CTTTCAGGGA GOGACCTGGG CAAAGACAGA GAAGCTCCCA GAAGGAGAGA TTGATCCGTG 1980 
TCTGTTTGTA GGCGGAGAAA CCGTTGGGTA ACTTGTTCAA GATATGATGC AT 

Seg ID NO: 64 Protein sequence 
Protein Accession NP_001194 

1 11 21 31 41 51 

I I I t I I 

MLLRSAGKLN VGTKKEDGES TAPTPRPKVt, RCKCHHHCPE DSVNNICSTD GYCPTMIEED 60 

DSGXiPWTSG CLGLEGSDFQ CRDTPIPHQR RSIECCTERN ECNKDLHFTL PPLKNRDFVS 120 

GPIHHRALLI SVTVCSH.LV LIILFCYFRY KRQETRPRYS IGLEQDETYI PPGESLRDLI 180 

EQSQSSGSGS GLPLLVQRTI AKQIQMVKQI GKGRYGEVWM GKWRGEKVAV KVFPTTEBAS 240 

WFRETEIYQT VLMRHEMILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 300 

MLKLAYSSVS GLCHIiHTEIF STQGKPAIAH RDLKSKNILV KKKGTCCIAD LGLAVKFISD 360 

TNEVDIPPNT RVGTKRYMPP EVLDESLNRN HFQSYIMA0M YSPGLILWEV ARRCVSGGIV 420 

BEYQLPYHDL VPSDPSYEDM REIVCIKKLR PSFPMRHSSD ECLRQMGKLM TECWAHNPAS 480 
RLTAIiRVKKT LAKMSESQDI KL 

Seq ID NO: 65 DNA sequence 

Nucleic Acid Accession #t NM_0 064 75.1 

Coding sequence: 28*. 2538 

1 11 21 31 41 51 

1)11)1 

AACAGAACTG CAACGGAGAG ACTCAAGATG ATTCCCTTTT TACCCATGTT TTCTCTACTA 60 

TTGCTGCTTA TTOTTAACCC TATAAACGCC AACAATCATT ATGACAAGAT CTTGGCTCAT 120 

AGTCOTATCA GGGOTCGGGA CCAAGGCCCA AATGTCTGTG CCCTTCAACA GATTTTGGGC 180 

ACCAAAAAGA AATACTTCAO CACTTGTAAQ AACTOOTATA AAAAGTCCAT CTGTQGACAG 240 

AAAACGACTG TTTTATATGA ATGTTGCCCT GOTTATATGA QAATGGAAGG AATGAAAGGC 300 

TGCCCAGCAG TTTTGCCCAT TGACCATGTT TATGGCACTC TGGGCATCX3T GGGAGCCACC 360 

ACAACGCAGC GCTATTCTGA CGCCTCAAAA CTGAGGGAGG AGATCGAGGG AAAGGGATCC 420 

TTCACTTACT TTGCACCGAG TAATGAGGCT TGGGACAACT TGGATTCTGA TATCCGTAGA 480 

GGTTTGGAGA GCAACGTGAA TGTTGAATTA CTGAATGCTT TACATAGTCA CATGATTAAT 540 

AAGAGAATGT TGACCAAGGA CTTAAAAAAT GGCATGATTA TTCCTTCAAT GTATAACAAT 600 

TTGOGGCTTT TCATTAACCA TTATCCTAAT GGGGTTGTCA CTGTTAATTQ TGCTCGAATC 660 

ATCCATGGGA ACCAGATTGC AACAAATGGT GTTGTCCATQ TCATTGACCG TGTGCTTACA 720 

CAAATTQQTA CCTCAATTCA AGACTTCATT GAAGCAGAAG ATGACCTTTC ATCTTTTAGA 780 

GCAGCTGCCA TCACATCGGA CATATTGGAQ GCCCTTQGAA GAGAOGQTCA CTTCACACTC 840 

TTTGCTCCCA CCAATGAGGC TTTTGAGAAA CTTCCAOGAG GTOTCCTAGA AAGGTTCATG 900 

GGAGACAAAG TGGCTTCCGA AGCTCTTATG AAGTACCACA TCTTAAATAC TCTCCAGTGT 960 

TCTGAGTCTA TTATGGGAGG AGCAGTCTTT GAGACGCTGG AAGGAAATAC AATTGAGATA 1020 

GGATGTGACG QTGACAGTAT AACAGTAAAT GGAATCAAAA TGGTGAACAA AAAGGATATT 1080 

GTGACAAATA ATGGTOTGAT CCATTTGATT GATCAGGTCC TAATTCCTCA TTCTGCCAAA 1140 

CAAGTTATTG AGCTGGCTGG AAAACAGCAA ACCACCTTCA CGOATCTTGT GQCCCAATTA 1200 

GGCTTGGCAT CTGCTCTGAG GCCAGATGGA GAATACACTT TOCTGGCACC TOTGAATAAT 1260 

GCATTTTCTG ATGATACTCT CAGCATGGTT CAGCGCCTCC TTAAATTAAT TCTGCAGAAT 1320 

CACATATTGA AAGTAAAAGT T^GGOCTTAAT GAGCTTTACA AOSGGCAAAT ACTGGAAACC 1380 

ATCGGAGGCA AACAGCTCAQ AOTCrTOOTA TATOGTACAG CTOTCTGCAT TGAAAATTCA 1440 

TGCATGGAQA AAGGGAGTAA GCAAGGGAGA AACGOTGCGA TTCACATATT CCGCGAGATC 1500 

ATCAAGCCAG CAGAGAAATC CCTCCATGAA AAGTTAAAAC AAOATAAOCG CTTTAGCACC IS 60 

TTCCTCAGCC TACTTGAAGC TGOyQACTTG AAAGAGCTCC TGACACAACC TGGAGACTGG 1620 
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ACATTATTTG TGCCAACCAA TOATGCTTTT AAGGGAATGA CTAOTOAAOA AAAAGAAATT 1680 

CTGATAOGOG ACAAAAATGC TCTTCAAAAC ATCATTCTTT ATCACXTTGAC ACCAGGAGTT 1740 

TTCATTGGAA AAGGATTTGA ACCTGGTGTT ACTAACATTT TAAAGACCAC ACAAOGAAGC 1800 

AAAATCTTTC TGAAAGAACn" AAATGATACA CTTCTGGTCA ATQAATTGAA ATCAAAAGAA 1860 

TCTGACATCA TGACAACAAA TGGTGTAATT CATGTTGTAG ATAAACTCCT CTATCCAGCA 1920 

GACACACCTG TTGGAAATGA TCAACTGCTG GAAATACTTA ATAAATTAAT CAAATACATC 1980 

CAAATTAAGT TTGrTOGTGG TAQCACCTTC AAAGAAATCC CCGTGACTGT CTATACAACT 2040 

AAAATTATAA CCAAAGTTGT GGAACCAAAA ATTAAAGTGA TTGAAGOCAG TCTTCAGCCT 2100 

ATTATCAAAA CTGAAGGACC CACACTAACA AAAQTCAAAA TTGAAGOTOA ACCTGAATTC 2160 

AGACTCATTA AAGAAGGTGA AACAATAACT GAAGTGATCC ATGQAGAGCC AATTATTAAA 2220 

AAATACACCA AAATCATTGA TGGAGTGCCT GTGGAAATAA CTGAAAAAGA QACACGAOAA 2280 

GAACGAATCA TTACAGGTCC TGAAATAAAA TACACTAGOA TTTCTACTGG AGOTGGAGAA 2340 

ACAGAAGAAA CTCTGAAGAA ATTGTTACAA OAAGAGOTCA CCAAGOTCAC CAAATTCATT 2400 

GAAGGTGGTG ATGGTCATTT ATTTGAAGAT GAAGAAATTA AAAQACTGCT TCAGGGAGAC 2460 

ACACCOGTGA GGAAGTTGCA AGCCAACAAA AAAGTTCAAG GTTCTAGAAO ACGATTAAGG 2520 

QAAG0TCX3TT CTCAGTGAAA ATCCAAAAAC CAGAAAAAAA TGTTTATACA ACCCTAAGTC 2580 

AATAACCTGA CCTTAGAAAA TTGTGAGAOC CAAGTTGACT TCAGGAACTG AAACATCAGC 2640 

ACAAAGAAGC AATCATCAAA TAATTCTOAA CACAAATTTA ATATTTTTTT TTCTGAATGA 2700 

GAAACATGAG GGAAATTGTG GAGTTAOCXrr CCTGTGGTAA AGGAATTGAA GAAAATATAA 2760 

CACCTTACAC CCTTTTTCAT CTTGACATTA AAAGTTCTGG CTAACTTTOG AATCCATTAQ 2820 

AQAAAAATCC TTGTCACCAG ATTCATTACA ATTCAAATCG AAGAGTTGTG AACTGTTATC 2880 

CCATTGAAAA GACOGAGCCT TGTATGTATG TTATGGATAC ATAAAATGCA CGCAAGCCAT 2940 

TATCrCTCCA TGGGAAGCTA AQTTATAAAA ATAGGTGCTT GGTGTACAAA ACTTTTTATA 3000 

TCAAAAGGCT TTGCACATTT CTATATQAGT OGGTTTACTa GTAAATTATG TTATTTTTTA 3060 

CAACTAATTT TGTACTCTCA GAATGTTTGT CATATGCTTC TTGCAATGCA^TATTTTTTAA 3120 

TCTCAAACX3T TTCAATAAAA CCATTTTTCA gAtATAAAGA GAATTACTTC AAATTGAGTA 3180 
ATTCAGAAAA ACTCAAGATT TAAGTTAAAA AGTGGTTTGG ACTTGGGAA 

Seq ID NOi 66 protein sequence 
Protein Accession #: NP 006466.1 

1 11 21 31 41 51 

I I I I I I 

MIPFLPMFSL LLLLIVNPIN ANNHYDKILA HSRIRGRDQG PNVCALQQIL GTKKKYFSTC 60 

KNWYKKSICG QKTTVLYECC PGYMRMEGMK GCPAVLPIDH VYGTLGIVGA TTTQRYSDAS 120 

KLREEIBGKO SFTYFAPSNE AHDNLDSDIR RGLESNVNVE LLNALHSHMI NKRMLTKDLK 180 

NGMIIPSMYN NLGLPINHYP NOWTVNCAR IIHGNQIATN GWHVIDRVL TQIGTSIQDF 240 

lEAEDDLSSF RAAAITSDIL EALGRDOHPT LFAPTNEAFE KLPROVLERP MGDKVASEAL 300 

MKYHILNTLQ CSESIMGGAV FETLEGNTIE IQCDGDSITV NGIKMVNKKD IVTNNGVIHL 360 

rOQVLIPDSA KQVIELAGKQ QTTPTDLVAQ LGUVSALRPD GEYTLLAPVN NAFSDDTLSM 420 

VQRLLKLILQ NHILKVKVGX- NELYNGQILE TIGGKQLRVF VYRTAVCIEN SCMEKGSKQQ 480 

RNGAIHIFRE IIKPAEKSLH EKLKQDKRFS TFLSLLEAAD LKKLLTQPGD WTLFVPTKDA 540 

FKGMTSEEKE ILIRDKNALQ NIILYHLTPG VFIQKGFEPQ VTNILKTTQQ SKIFLKEVND 600 

TLLVNELKSK ESDII4TTNGV IHWDKLLYP ADTPVGNDQL LEILMKLIKY IQIKFVRGST 660 

FKEIPVTVYT TKIUKWEP KIKVIEGSLQ PIIKTBGPTL TKVKIEGEPE FRLIKEOETI 720 

TEVIHGEPII KKYTKIIDGV PVEITEKBTR EERIITGPEI KYTRISTGGG ETEETLKKLL 780 
QEEVTKVTKF lEGGDGHLFE DEEIKRLLQG DTPVRKLQAN KKVQGSRRRL REGRSQ 

Seq ID KO: 67 DKA sequence 
Nucleic Acid Accession EOS sequence 
Coding eequencet 1-927 
1 11 21 

1 I i 

ATGCCTGGGG GGTGCTCCCG GGGCCCCQCC 
CTAGCGCTGG TACTCCTGGQ CTGGGTCTCC 
TTCTCCTCCT CGGCGCCGTT CCTOaCTTCC 
CAGTGCCCCG CXSCTGTGCOA GTGCTCOGAG 
AATCTGACCG AGGTGCCCAC GGACCTGCCC 
AACCAGCTGG CCAGCAACCA CTTCCTTTAC 
AQCCTCAGGC ACCTGGACTT AAGTAATAAT 
CGCAACCTGA CACATCTAGA AAGCXTTCCAC 
AATGGCACCC TGGCTGAGTT GCAAGGTCTA 
CCCTGGGTCT GCGACTGCCA CATGGCAGAC 
GTGCAGGGCA AAGACCGGCT CACCTGTGCA 
TTQQAACTCA ACAGTGCTGA CCTGGACTGT 
TCTTATGTCT TCCTGGGTAT TGTTTTAGCC 
TATTTGAACC GCAAGGGGAT AAAAAAGTGQ 
CACATGGAAG GGTATCATTA CAGATATGAA 
AGTTCTAACT CGGATGTCCT CGAGTGA 

Seq ID NOi 68 Protein sequence 
Protein Accession #: EOS sequence 

1 11 21 31 41 51 

I 1 t I I I 

KPGGCSRGPA AGDGRLRLAR LALVLLGWVS SSSPTSSASS FS8SAPFLA8 AVSAQPFLFD 60 
QCPALCECSB AARTVKCVNR NLTBVPTDLP AYVHNLFLTG KQLASMHFLY LPRDVLAOI*? 120 
SLRHLDLSNN SLVSLTYVSP RNLTHLESLH LEDNALKVLH NGTLAELQOL PHIRVFLDNK 180 
PWVOJCHMAD MVTWLKETEV VQGKDRLTCA YPEKMRNRVL l»EUJSADLDC DPILPPSLQT 240 
SYVFLGIVLA LIGAIPLLVL YLNRKGIKKW MHNIRDAC3U3 HMEGYHYRYE INADPRLTNL 300 
S5K5DVLE 

Seq ID KO: 69 OKA sequence 
Nucleic Acid Accession ftt NH_000095.1 
Coding sequencei 26.. 2299 
1 11 21 31 

I I I.I 



31 41 51 

I I I 

GCCGGGGACG GGCGTCTGCQ GCTGQCGOQA 60 

TCGTCTTCTC CCACCTCCTC GGCATCCTCC 120 

GCCGTGTCCG CCCAGCCCCC GCTGCCGGAC 180 

GCAGCGCGCA CAGTCAAGTG CGTTAACCGC 240 

GCCTACGTGC OCAACCTCTT CCTTACCGGC 300 

CTGCCGCGGG ATGTGCTOGC CCAACTGCCC 360 

TCGCTGGTGA GCCTGACCTA OOTGTCCTTC 420 

CTGGAGGACA ATGCCCTCAA GGTCCTTCAC 480 

CCCCACATTA GGGTTTTCCT GGACAACAAT 540 

ATGGTQACCT GGCTCAAGGA AACAGAGGTA 600 

TATCCGGAAA AAATGAGGAA TCGGGTCCTC 660 

GACCOGATTC TTCCCCCATC CCTGCAAACC 720 

CTGATAGGCG CTATTTTCCT CCTGGTTTTG 780 

ATGCATAACA TCAOAQATGC CTGCAGGGAT 840 

ATCAATGOQG ACCCCAGATT AACAAACCTC 900 
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CAGCACXXaVG CTCCXXXSCCA CCOCCATGGT CXXXXSACACC GCCTGCGTTC TTCTQCTCAC 60 

CCTGGCTGCC CTCGGOSCGT CXXSOACAGGa CCAGAGCCCQ TTGGGCTCAO ACCTCGGCCC 120 

GCAGATGCTT OGGGAACTGC AGGAAACCAA OGCGGCGCTG CAGGAOQTQC OQQACTGGCT 180 

GOGGCAGCAO OTCAGGGAGA TCACGTTCCT GAAAAACACO GTGATGGAtn' GTGACGCGTG 240 

OGQGATGCAO CAOTCAGTAC GCACCGQCCT ACCCAGCX3TG CGGCCCCTOC TCCACTGCGC 300 

GCCCGGCTTC TGCTTCCCOG GCGTOGCCTG CATCCAGAOG OAGAGCGGCG GCCGCTQOGG 360 

CCXXTTGCCCC GOGGGCTTCA CX5GGCAA0GG CTCGCACTGC ACCOACXTTCA ACGAQTQCAA 420 

OGCCCACCCC TGCTTCCCCC GAGTCCGCTG TATCAACACC AGCCCGGOGT TCCGCTGOOA 480 

GGCTTGCCOQ CCGGGGTACA GCOGCCCCAC CCAOCAGGGC GTGGGGCTGG CTTTCGCCAA 540 

GGCCAACAAG CAGGTTTQCA OGGACATCAA OQAGTOTGAG ACCGGGCAAC ATAACTGOGT 600 

CCCCAACTOC GTGTGCATCA ACACCOSGGG CTCCTTCCAG TGCGGCCOGT GCCAGCCOGG 660 

CTTCGTGGGC GACCAGGCGT CCGGCTGCCA GCGOOGCGCA CAGOGCTTCT GCCCCGAOGG 720 

CTCGCXXy^C GAGTGCCACX5 AGCATGCAGA CTGCGTCCTA OAGOGCQATG GCTCGOGOTC 780 

GTQCGTGTGT OGOGTTGGCT GGGCCGGCAA OGGGATCCTC TGTGGTCX3CQ ACACTGACCT 840 

AGACGGCTTC CCGOACGAGA AGCTGOGCTG CCCGGAGCCG CAGTGCOGTA AGGACAACTG 900 

OGTGACTGTC CCCAACTCAG GGCAGQAGGA TGTOGACOQC GATGGCATCX3 GAGACGCCTG 960 

CGATCCGGAT GCCGACGGGG ACGGGOTCCC CAATGAAAAO GACAACTGCC CGCTGGTGCG 1020 

GAACCCAGAC CAGOGCAACA CGGAOGAGGA CAAGTGGGGC GATGCGTGOQ ACAACTGCC3 1080 

GTCCCAGAAQ AACGACGACC AAAAGGACAC AGACCAGGAC GGCCGGGGOG ATGCGTGCGA 1140 

CGACX3ACATC GACGGCGACC GGATCCGCAA CCAGGCCGAC AACTGCCCTA GGGTACCCAA 1200 

CTCAGACCAG AAGGACAGTG ATGGCGATGG TATAGGGGAT GCCTGTGACA ACTGTCCCCA 1260 

GAAGAGCAAC CCGGATCAGG CGGATGTGGA CCACGACTTT GTGGGAGATO CTTGTGACAQ 1320 

CGATCAAGAC CAGGATGGAG ACGGACATCA GGACTCTCGG GACAACTGTC CCACGGTGCC 1380 

TAACAGTGCC CAGGAGOACT CAGACCACGA TGGCCAGGGT GATGCCTGCG ACX3ACGACGA 1440 

CGACAATGAC GGAGTCCCTG ACAGTCGGGA CAACTGCCOC CTGGTGCCTA ACCCCGGCCA 1500 

GGAGGACGCG GACAGGGACG GCGTGGGCGA O^TGTGCCAG GACGACTTTG ATGCAGACAA 1560 

GGTGGTAQAC AAGATCGACG TGTGTCCGGA GAACGCTGAA GTCACGCTCA CCQACTTCAG 1620 

GGCCTTCCAQ ACAOTOGTGC TGGACCCGGA GGGTGACGOG CAGATTGACC CCAACTGGGT 1680 

GGTGCTCAAC CAGGGAAGGG AGATCGTGCA GACAATGAAC AGCGACCCAG GCCTGGCTGT 1740 

GGGTTACACT GCCTTCAATG GOOTGGACTT CGAGGGCACQ TTCCATGTGA ACACGGTCAC 1800 

GGATGACGAC TATGCGGGCT TCATCTTTGG CTACCAGOAC AGCTCCAGCT TCTACGTGQT 1860 

CATGTGGAAG CAGATGGAGC AAACGTATTQ GC3VGGCGAAC CCCTTCCGTQ CTGTGGCCGA 1320 

GCCTGGCATC CAACTCAAGG CTGTGAAGTC TTCCACAGGC CCCGGGGAAC AGCTGOGGAA 1980 

CGCTCTOTGG CATACAGQAQ ACACAGAGTC CCAGGTGCGG CTGCTGTGGA AGGACCOSCG 2040 

AAACGTGGGT TGGAAGGACA AGAAQTCCTA TCGTTGGTTC CTGCAGCACC GGCCCCAAGT 2100 

GGGCTACATC AGGGTGCGAT TCTATGAGGQ CCCraAQCTG GTGGCCGACA GCAACGTGGT 2160 

CTTGGACACA ACCATGOGGG GTGGCCGCCT GGGGGTCTTC TGCTTCTCCC AGGAOAACAT 2220 

CATCTGGGCC AACCTGCGTT ACCGCTGCAA TGACACCATC CCAGAGGACT ATGAGACCCA 2280 

TCAGCTGCGG CAAGCCTAGG QACCAGQGTG AGGACCXXSCC GGATGACAGC CACCCTCACC 2340 

GCGGCTGGAT GGGGGCTCTG CACCCAGCCC AAGGGGTGQC CGTCCTGAGG GGGAAGTGAG 2400 
AAGGGCTCAO AGAGGACAAA ATAAAGTGTG TGTGCAGGG 

Seq ID NO: 70 Protein sequence 
Protein Accession fit NP_OO00ee.l 

1 11 21 31 41 51 

I I I I I I 

MVPDTACVLL LTLAALGASG QGQSPLGSDL GPQMLRELQE TNAALQDVHD HLRQQVREIT 60 

PLKNTVMECD ACGMQQSVRT GLPSVRPLLH CAPGPCFPGV ACIQTESGGR CGPCPAGFTC 120 

NGSHCTDVNE CNAHPCPPRV RCINTSPGFR CEACPPGYSG PIHQGVGIAF AKANKQVCTD 180 

INECETGQHN CVPNSVCINT RGSFQCXSPCQ PGFVODQASG CQRGAQRFCP DGSPSECHEH 240 

ADCVLERDGS RSCVCRVGWA GNGILCGRDT DLDQPPDEKL RCPEPQCRKD NCVTVPNSGQ 300 

EDVDRDGIGD ACDPDADGDG VPKEKDKCPL VRNPDQRNTD EDKK6DACDN CR5QKNDO0K 360 

DTDQDGRGDA CDDDIDGDRI RNQADNCPRV PNSDQKDSDG DGIGDACDNC PQKSNPDQAD 420 

VDHDFVGDAC DSDQDQDGDG HQDSRDNCPT VPNSAQEDSD HDGQGDACDD DDDNDGVPDS 480 

RDNCRLVPNP GQEDADRDGV GDVCQDDFDA CKWDKIDVC PENAEVTLTD FRAFQTWLD S40 

PEQDAQIDPN WWIiMQOREI VQTMNSDPGL AVGYTAFNGV DFEGTFHVNT VTDDDYAGFI 600 

FGYQDSSSFY WMWKQMEQT YWQANPFRAV AEPGIQLKAV KSSTGPGEQL RNALWHTGDT 660 

ESQVRLLWKD PRNVGWKDKK SYRWPLQHRP QVGYIRVRFY EGPELVADSN WLDTTMROG 720 
RLGVFCFSQE KIIWANLRYR CNDTIPEDYE THQLRQA 

Seq ID KOi 71 DNA sequence 

Kucleic Acid Accession $i NM_024626 

Coding sequence: 71.. 91 9 

1 11 21 31 41 51 

I I- I I I i 

GAGTCACCAA GGAAGGCAGC GGCAGCTCCA CTCAGCCAGT ACCCAGATAC GCTQGGAACC 60 

TTCCCCAGCC ATGGCTTCXC TGGGGCAGAT CCTCTTCTGG AGCATAATTA GCATCATCAT 120 

TATTCTGGCT GGAGCAATTG CACTCATCAT TGGCTTTGGT ATTTCAGGGA GACACTCCAT 180 

CACAGTCACT ACTGTCGCCT CAGCTGGGAA CATTOGGGAQ QATGOAATCC TGAGCTGCAC 240 

TTTTGAACCT GACATCAAAC TTTCTGATAT CGTGATACAA TGGCTGAAGQ AAGGTQTTTT 300 

AGGCTTGGTC CATGAGTTCA AAGAAGGCAA AGATGAGCTG TCGGAGCAGG ATQAAATGTT 360 

CAGAGGCXXX3 ACAGCAGTGT TTGCTGATCA AGTGATAGTT GGCAATGCCT CTTTGCGGCT 420 

GAAAAACGTG CAACTCACAG ATGCTGGCAC CTACAAATGT TATATCATCA CTTCTAAAGG 480 

CAAGGGGAAT GCTAACCTTG AGTATAAAAC TCGAOCCTTC AGCATGCCGG AAQTGAATGT 540 

GGACTATAAT GCCAGCTCAG AGACCTTGCG GTGTQAGGCT CCCOGATGGT TCCCCCAGCC 600 

CACAGTQGTC TGGGCATCCC AAGTTOACCA GGGAGCCAAC TTCTCGGAAQ TCTCCAATAC 660 

CAGCTTTGAG CTGAACTCTQ AGAATGTGAC CATGAAOGTT GTGTCTGTGC TCTACAATGT 720 

TAOGATCAAC AACACATACT CCTGTATGAT TGAAAATGAC ATTGCCAAAO CAACAGGGGA 780 

TATCAAAGTG ACAGAATCGG AGATCAAAAG GOGGAGTCAC CTACAGCTGC TAAACTCAAA 840 

GGCTTCTCTG TOTGTCTCTT CTTTCTTTGC CATCAGCTGG GCACTTCTGC CTCTCAGCCC 900 

TTACCTGATG CTAAAATAAT GTGCCTCGGC CACAAAAAAG CATGCAAAGT CAl'lOliACA 960 

ACAGGGATCT ACAGAACTAT TTCACCACCA GATATGACCT AGTTTTATAT TTCTGGGAGG 1020 

AAAT6AATTC ATATCTAGAA GTCTGGAGTG AGCAAACAAG ASCAAGAAAC AAAAAOAAGC 1080 

CAAAAGCAGA AGGCTCCAAT ATGAACAAGA TAAATCTATC TTCAAAGACA TATTAGAAGT 1140 

TGGGAAAATA ATTCATOTOA ACTAQAOTCA ACTGTGTCAG GGCTAAGAAA CCCTGGTTTT 1200 
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GAGTAGAAAA GGGCCTGGAA AGAGGGGAGC CAACAAATCT GTCTGCTTCC TCACATTAOT 1260 

CATTGGCAAA TAAGCATTCT GTCTCTTTGG CTCCTGCCTC AGCACAGAGA GCCAOAACTC 1320 

TATCGGGCRC OUSGATAACA TCTCTCAGTO AACACAGTTO ACAAGGCCTA TGGGAAATGC 1380 

CTGATGGGAT TATCTTCAGC TTOTTGAGCT TCTAAGTTTC TTTCCCTTCA TTCTACCCTG 1440 

CAAGCCAAGT TCTGTAAOAO AAATGCCTGA GTTCTAOCTC AGGTTTTCTT ACTCTGAATT 1500 

TAGATCTCCA OACCCrGCXTT GGCXy^CAATT CAAATTAAGO CAACAAACAT ATACCTTCCA 1560 

TGAAGCACAC ACAGACTTTT QAAAGCAAGO ACAATOACTG CTTQAATTGA GGCCTTGAGG 1620 

AATGAAGCTT TGAAGGAAAA GAATACTrTQ TTTCXa^GCCC CCTTCCCACA CTCTTCATOT 1680 

GTTAACCACT GCCTTCCTCG ACCTTGGAGC CAOGGTGACT GTATTACATG TTGTTATAGA 1740 

AAACTGATTT TAGAGTTCTG ATOGTTCAAG AGAATGATTA AATATACATT TCCTAAAAAA 1800 
AAAAAAAAAA A 



Seq ID mo I 73 Protein aequence 
Protein Accession #: NP_078902 

1 11 21 31 41 51 

1 I I i I I 

MASLGQILFW SIISIIIILA GAIALIIGFQ ISGRHSXTVT TVASAGNIGE DGILSCTFEP 60 

DIKLSDIVIQ WLKEGVLOLV HEFKBGKDEL SEQDEMPRGR TAVPADQVIV GHASLRLIOIV 120 

QLTDAGTYKC YXITSKCKGN ANLEYKTQAP SMPEVNVDYN ASSBTLRCEA PRWFPQPTW 180 

MASQVDQQAN FSEVSNTSPE LMSENVTMKV VSVLYUVTIN NTYSOIIEND lAKATGDIKV 240 

TESEIKRRSH LQLLNSKASL CVSSFFAISW ALLPLSPYI^ hK 



Seq 10 UOi 73 ONA sequence 

Nucleic Acid Accession ft: XM_057014 

Coding sequence: 143.. 874 

1 11 21 2i 41 51 

I I I I I I 

GGGAGGGAGA GAGGCXJCGCG GGTGAAAGGC GCATTGATGC AGCCTGCGGC GGCXTTCGOAG 60 

CGOGGCGGAG CCAGACX3CTG ACCACGTTCC TCTCCTCGGT CTCCTCCGCC TCCAGCTCCX3 120 

CXSCTGCCCpG CAOCCGGGAG CCATGCGACC CCAGGGCCCC GCOSCCTCCC CGCAGCGGCT 180 

CCGCX3GCCTC CTGCTGCTCC TGCTGCTGCA GCTGCCCGCQ COGTCGAGCG CCTCTGAGAT 240 

CCCCAAGGGG AAGCAAAAGG CQCAGCTCCG GCAGAGGGAG GTQGTGGACC TGTATAATGG 300 

AATGTGCTTA CAAGGGCCAG CAGGAGTGCC TGGTCGAGAC GGGAGCCCTG GGGCCAATGG 360 

CATTCOGGGT ACACCTGGGA TCCCAGQTCG GGATGGATTC AAAGGAGAAA AGGGGGAATG 420 

TCTGAGGGAA AGCTTTGAGQ AGTCCTGQAC ACCCAACTAC AAOCAGTGTT CATGQAGTTC 480 

ATTGAATTAT GGCATAGATC TTGGGAAAAT TGOGGAGTGT ACATTTACAA AGATGCGTTC 540 

AAATAGTGCT CTAAGAGTTT TGTTCAGTGG CTCACTTCGG CTAAAATGCA GAAATGCATG 600 

CTGTCAQCGT TGGTATTTCA CATTCAATGG AGCTGAATGT TCAGGACCTC TTCCCATTGA 660 

AGCTATAATT TATTTGGACC AAGGAAGCCC TGAAATGAAT TCAACAATTA ATATTCATCG 720 

CACTTCTTCT GTGGAAGGAC TTTQTGAAGQ AATTGGTGCT GGATTAOTGG ATGTTGCTAT 780 

CTGGGTTGGC ACTTGTTCAG ATTACCCAAA AGGAQATGCT TCTACTGGAT GGAATTCAGT 840 

TTCTCGCATC ATTATTGAAG AACTACCAAA ATAAATGCTT TAATTTTCAT TTGCTACCTC 900 

TTTTTTTATT ATGCCTTGGA ATGGTTCACT TAAATOACAT TTTAAATAAG TTTATGTATA 960 

CATCTGAATG AAAAGCAAAG CTAAATATGT TTACAGACCA AAGTGTGATT TCACACTGTT 1020 

TTTAAATCTA GCATTATTCA TTTTGCTTCA ATCAAAAGTG GTTTCAATAT TTTTTTTAGT 1080 

TGGTTAGAAT ACTTTCTTCA TAGTCACATT CTCTCAACCT ATAATTTGGA ATATTGTTGT 1140 

GGTCTTTTGT TTTTTCTCTT AGTATAGCAT TTTTAAAAAA ATATAAAAGC TACCAATCTT 1200 

TGTACAATTT OTAAATGTTA AGAATTTTTT TTATATCTGT TAAATAAAAA TTATTTCCAA 1260 
CAACCTTAAA AAAAAAAAAA AAAA 



Seq XD NO: 74 Protein sequence 
Protein Accession XP 057014 

1 11 21 31 41 51 

I I I 1 I I 

MRPQGPAASP QRLRGLLLLIj LLQLPAPSSA SEIPKGKQKA QXiRQREWDL YNGMCLQGPA 60 
GVPGRDGSPG ANGIPGTPGI PGRDGPKGEK GECLRESFEE SWTPNYKQCS WSSUJYGXDL 120 
GKXAECTFTK MRSNSALRVL PSGSLRLKCR NACCQRWYFT FNGAECSGPL PXEAIIYLDQ 180 
GSPEMMSTIN IHRTSSVEGL CEGIGAGLVD VAIWVOTCSD YPKGDASTGW NSVSRXIIEE 240 
LPK 



Seq ID KOi 75 DHA sequence 
Nilcleic Acid Accession #: BC010423 
Coding sequence i 246.. 1780 

1 11 21 31 41 51 

111)11 

CACAGCGTGG GAAGCAGCTC TGGGGGAGCT CGGAGCTCCC GATCACGGCT TCTTGGGGGT 60 

AGCTACGGCT GGQTOTGTAG AAOGGGGCCG GGGCTGGGGC TGGGTCCCCT AGTGGAGACC 120 

CAAGTOCGAG AGGCAAQAAC TCTGCAOCTT CCTGCCTTCT GGGTCAGTTC CTTATTCAAG ieo 

TCTGCAGCCG GCTCCCAGGG AGATCTCGGT GGAACTTCAG AAACGCTGGO CAQTCTQCCT 240 

TTCAACCATG CCCCTGTCCC TGGGAGCCGA GATGTGGGGG CCTGAGGCCT GGCTGCTGCT 300 

GCTGCTACTG CTGGCATCAT TTACAGGCCG GTGCCCCGCG GGTGAGCTGG AGACCTCAGA 360 

CQTGGTAACT GTGGTGCTQG GCCAGGACGC AAAACTGCCC TGCTTCTACC GAGQGGACTC 420 

GGGCQAGCAA GTGGGGCAAG TGGCATGGGC TCGGOTGGAC GCGGGCGAAG GCGCCCAGGA 480 

ACTAGCGCTA CTGCACTCCA AATACGGGCT TCATQTGAGC CCOQCTTAOG AGGGCCGOGT 540 

GGAGCAGCCG CCGCCCCCAC GCAACCCCCT GQAOGGCTCA GTGCTCCTGC GCAACGCAGT 600 

GCAGGCGGAT GAGGGCGAGT ACGAGTGCCG GQTCAGCACC TTCCCCGCCO GCACCTTCCA 660 

GGCGCOGCTG CGGCTCCGAG TGCTGGTGCC TCCCCTGCCC TCACTGAATC CTGGTCCAGC 720 

ACTAGAAGAG GGCCAGGGCC TGACCCTGGC AQCCTCCTGC ACAGCTGAGG GCAGCCCAGC 780 

CCCCAGCGTG ACCTGGGACA CGGAGGTCAA AQGCACAACG TCCAGCCOTT CCTTCAAGCA 840 

CTCCCGCTCT GCTGCCGTCA CCTCAGAGTT CCACTTGGTG CCTAGCCGCA GCATGAATGG 900 

GCAGCCACTG ACTTGTGTGG TGTCCCATCC TGGCCTGCTC CAGGACCAAA GGATCACCCA 960 

CATOCTCCAC GTOTCCTTCC TTQCTGAGOC CTCTGTGAGG GGCCTTGAAG ACCAAAATCT 1020 

GTGGCACATT GGCAGAQAAQ QAGCTATOCT CAAGTGCCTG AGTGAAGGGC AGCCCCCTCC 1080 

CTCATACAAC TGGACACGGC TGGATGGGCC TCTGCCCAGT GGQOTAOGAO TGGATGGGQA 1140 

CACTTTGGGC TTTCCCCCAC TQACCACTGA GCACAGCGGC ATCTAOGTCT GCCATGTCAG 1200 
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CAATQAGTTC TCCTCAAGGO ATTCTCAGGT CACTGT0C5AT GTTCTTGACC CCCAGGAAQA 1260 

CTCTGGGAAG CAOGTOQACC TAGTGTCAGC CTOGGTOQTQ GTGGTGGGTG TC3ATCGCOGC 1320 

ACTCTTGTTC TQCCTTCTGG TGGTGGTOGT GGTQCTCATG TCCOGATACC ATOQGCGCAA 1380 

GGCCCAGCAG ATGACCCAOA AATATQAGGA GQAGCTOACC CTGACX:AGGG AGAACTCCAT 1440 

CCGGAGGCTG CATTCCCATC ACACGGACCX: CAGGAGCCAQ COGGAGGAGA GTGTAGGGCT 1500 

GAGAGCOGAG GGCCACCCTO ATAGTCtCAA GGACAACAGT AGCTGCTCTG TGATQAGTGA 1560 

AGAOCCOGAG GGCCGCAOTT ACTCX:ACGC7 GACCAOGGTG AGGGAGATAG AAACACAGAC 1620 

TGAACTGCTG TCTCCAG6CT CTGOG06GGC CGAGGAGOAG GAAGATCAGG ATGAAGGCAT 1680 

CAAACAGGCC ATGAACCATT TTGTTCAGGA GAATGGGACC CTAOGGGCCA AGCCX:A0GGG 1740 

CAATGGCATC TACATCAATG GGCXX3GGACA CCTGGTCTGA CCCAGGCCTG CCTCCCTTCC 1800 

ctaggoctgg ctccttctgt tgacatggga gattttagct catcttgggg gcctccttaa laso 

ACACCCCCAT TTCTTOQGGA AGATOCTCCC CATCCCACTG ACTGCTTGAC CTTTACCTCC 1920 

AACCCTTCTG TTCATCGGGA GGGCTCCACC AATTGAGTCT CTCCCACCAT GCATGCAGGT 1980 

CACTGTGTGT GTGCATGTGT GCCTGTGTGA GTQTTGACTG ACTGTOTGTa TOTGGAQGGG 2040 

TGACTGTCCG TGGAGGGGTG ACTGTGTCCG TGGTGTGTAT TATQCTGTCA TATCAOAGTC 2100 

AAGTGAACTG TGGTGTATGT GCCACGGGAT TTGAGTGGTr GCGTGGGCAA CACTGTCAGG 2160 

GTTTGGCQTG TGTGTCATGT GGCTGTGTGT GACCTCTGCC TGAAAAAGCA GGTATTTTCT 2220 

CAGACXXXIAG AGCAGTATTA ATOATGCAGA GGTTGGAGGA GAGAGGTGGA GACTGTGGCT 2280 

CAGACCCAGG TGTGCGGGCA TAGCTQGAGC TGGAATCT6C CTCCGGTGTG AGGGAACCTG 2340 

TCTCCTACCA CTTCGGAGCC ATGGGGGCAA GTGTGAAGCA GCCAGTCCCT GGOTCAGCCA 2400 

GAGGCTTGAA CTOTTACAQA AGCCCTCTGC CCTCTGGTGG CCTCTGGGCC TGCTGCATGT 2460 

ACATATTTTC TGTAAATATA CATGCGCCGQ GAGCTTCTTG CAGGAATACT GCTCCX3AATC 2520 

ACTTTTAATT TTmCTTTT TTTTTTCTTG CCCTTTCCAT TAGTrOTATT TTTTATTTAT 2580 

TTTTATTTTT ATTTTTTTTT AGAGTTTGAG TCCAGCCTGG ACGATATAGC CAGACCCTGT 2640 
CTGTAAAAAA ACXAAAACCC AAAAAAAAAA AAAAAAAAAA 

Seq ID HO: 76 Protein sequence 
Protein Accession #s AAH10423 

1 11 21 31 41 51 

i I I I I I 

MPLSLGAEMW GPEAWLLLLL LLASFTGRCP AGELETSDW TWLGQDAKL PCFYRGDSGB 60 

QVGQVAWARV DAQEGAQBLA LLHSKYGLHV SPAYBGRVEQ PPPPRNPLDG SVLLRNAVQA 120 

DEGEYECRVS TFPAGSPQAR LRLRVLVPPL PSIitTPGPAliE EGQGLTIiAAS CTAEGSPAPS 180 

VTWDTEVKGT TSSRSPKHSR SAAVTSEFHL VPSRSMNGQP LTCWSHPGL LQDQRITHIL 240 

HVSPLAEASV RGLEDQNLWH IGREGAMLKC LSEGQPPPSY NWTRU3GPLP SQVRVDGDTL 300 

GFPPLTTEHS GIYVCHVSNE FSSRDSQVTV DVLDPQEDSG KQVDLVSASV VWGVIAALL 360 

FCLLWVWL MSRYHRRKAQ QMTQKYEEEL TLTRBNSIRR LHSHHTDPRS QPEESVGLRA 420 

EGHPDSLKDN SSCSVMSEEP EGRSYSTLTT VREIETQTEL LSPGSGRAEE EEDQDEGIKQ 480 
AMNHFVQENQ TLRAKPTGNQ lYINGRGHLV 

Seq ID NO: 77 DNA sequence 

Nucleic Acid Accession ft: NM_003474.2 

Coding sequence: 3 7.. 303 6 

1 11 21 31 41 51 

i 1 I I i I 

CACTAACGCT CTTCCTAGTC CCCGGGCCAA CTCGGACAGT TTGCTCATTT ATTGCAACGG 60 

TCAAGGCTGG CTTGTGCCAG AACGGCGOGC GCGCX3ACGCA CGCACACACA CGGGGGGAAA 120 

CTTTTTTAAA AATGAAAGGC TAGAAGAGCT CAGCGGCGGC GCGGGCXJGTQ CGCGAGGGCT 180 

CCGGAGCTQA CTOQCCGAGG CAGGAAATCC CTCCGGTCGC GAOGCCCGGC CCCX3CTCGGC 240 

GCCCGCQTGG GATOGTGCAG CGCTCGCOQC CGGGCXCGAG AGCTGCTGCA CTGAAGGCCG 300 

GCGACGATGG CAGCGCGCCC GCTGCCCGTG TCCCCCGCCC GCGCCCTCCT GCTCGCCCTG 360 

GCCGGTGCTC TGCTOGCGCC CTGCX3AGGCC OGAGGGGTGA GCTTArGGAA CGAAGQAAGA 420 

GCTQATGAAG TTGTCAOTGC CTCTGTTCGG AGTGGGGACC TCTGGATCCC . AQTGAAGAGC 480 

TTCGACTCCA AQAATCATCC AGAAGTGCTG AATATTOGAC TACAACGGGA AAGCAAAGAA 540 

CTGATCATAA ATCTGGAAAG AAATGAAGGT CTCATTGCCA GCAGTTTCAC GGAAACCCAC 600 

TATCTGCAAQ ACXK3TACTGA TGTCTCXICTC GCTOGAAATT ACACGGTAAT TCTGGGTCAC 660 

TGTTACTACC ATGGACATGT ACGGGGATAT TCTGATTCAG CAGTCAGTCT CAGCACX3TGT 720 

TCTGGTCTCA GGGGACTTAT TGTGTTTGAA AATGAAAGCT ATGTCTTAGA ACCAATGAAA 780 

AGTGCAACCA ACAQATACAA ACTCTTCCCA GOGAAGAAGC TGAAAAGCGT CCGGGGATCA 840 

TGTGGATCAC ATCACAACAC ACCAAACCTC GCTGCAAAQA ATGTGTTTCC ACCACCCTCT 900 

CAGACATGGG CAAGAAGGCA TAAAAGAGAG ACCCTCAAGO CAACTAAGTA TGTGGAGCTG 960 

GtGATCQTOG CAGACAACCG AGAGTTTCAG AGGCAAGGAA AAGATCTGGA AAAAGTTAAG 1020 

CAGCGATTAA TAGAGATTGC TAATCACGTT GACAAGTTTT ACAGACCACT GAACATTCXJG 1080 

ATCGTGTTGG TAGGCQTOGA AGTGTGQAAT GACATGGACA AATGCTCTGT AAGTCAGGAC 1140 

CCATTCACCA GCCTCCATGA ATTTCTOGAC TGGAGGAAGA TGAAGCTTCT ACCTCGCAAA 1200 

TCCCATGACA ATGCGCAGCT TGTCAGTGGG aXTTATTTCC AAGGGACCAC CATCGGCATG 1260 

GCCCCAATCA TGAGCATGTG CACGGCAGAC CAGTCTGGGG GAATTGTCAT GGACCATTCA 1320 

GACAATCOCC TTGGTGCAGC CGTGACCCTG GCACATGAGC TGGGCCaCAA TTTCGGGATG 1380 

AATCATGACA CACTGGACAG GGGCTGTAGC TGTCAAATGG OGGTTGAGAA AGGAGGCTGC 1440 

ATCATGAACG CTTCCACCGG OTACCXy^TTT CCCATOGTOT TCAGCAOTTG CAGCAGGAAG 1500 

GACTTGQAGA CCAGCCTGGA GAAAGGAATG GGGGTGTGCC TGTrTAACCT GCOGGAAGTC 1560 

AOGGAGTCTT TCOGGGGCCA QAAGTGTGGG AACAGATTTG TGGAAGAAGG AGAGGAGTGT 1620 

GACPGTGGGG AGCCAGAGGA ATGTATGAAT CX^CTGCTGCA ATGCCACCAC CTGTACCCTG 1680 

AAGCCGGAOG CTGTGTGOGC ACATGGGCTG TGCTGTGAAG ACTGCCAGCT GAAQCCTGCA 1740 

GGAACAGOGT GCAGGGACTC CAGCAACTCC TGTQACCTCC CAGAGTTCTG CACAGGGGCC 1800 

AGCCCTCACT GCCCAGCCAA CGTGTACCTG CACGATGGGC ACTCATGTCA GQATGTGGAC 1860 

GGCTACTGCT ACAATGGCAT CTQCCAGACT CACQAOCAGC AGTGTGTCAC ACTCTGGGGA 1920 

CCAGGTGCTA AACCTGCCCC TGGGATCTGC TTTQAaAQAG TCAATTCTX3C AGGTGATCCT 1980 

TATCGCAACT GTGGCAAAGT CTOGAAGAGT TCCTTTGCCA AATGOGAGAT GAGAGATGCT 2040 

AAATGTGGAA AAATCCAGTG TCAAGGAGGT GCCAGCOGGC CAGTCATTGG TACCAATQCC 2100 

GTTTCCATAQ AAACAAACAT CCCCCTGCAG CAAGGAGGCC GGArTCTGTG CCGGGGGACC 2160 

CACOTGTACr TGGGCGATGA CATGCCGGAC CCAOGGCTTG TQCTTGCAGG CACAAAGTGT 2220 

GCAQATGGAA AAATCTGCCT GAATOQTCAA TOTCAAAATA TTAGTGTCTT TGGGGTTCAC 2280 

GAGTG1X3CAA TGCAGTGCCA OGGCAQAOGO GTGTGCAACA ACAGGAAGAA CTGCCACTGC 2340 

GAGGCCCACT GGGCACCTCC CTTCTOTQAC AAGTTTGGCT TTGGAGGAAG CACAGACAGC 2400 
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GGCCCCATCC GGCAAGCAGA TAACCAAGGT TTAACXa^TAG GAArrCTGGT GACCATCCTG 2460 

TGTCTTCTTG CTGCCGGATT TGTGGTTTAT CTCAAAAGGA AGACCTTGAT ACXSACTGCTG 2520 

TTTACAAATA AGAAGACCAC CATTGAAAAA CTAAGGTGTG TGCGCCCTTC COGGCCACCC 2580 

OGTGGCTTCC AACCCTGTCA GGCTCACCTC GGCCAOCTTO GAAAAGGCCT GATGACGAAQ 2640 

5 CCGCCAGATT CCTACCCACC GAAGGACAAT CCCAGGAGAT TGCTGCAGTG TCAGAATGTT 2700 

GACATCAGCA GACCCCTCAA OOGCCTGAAT GTCCCTXMC CCCAGTCAAC TCAGC3GAGTG 2760 

CTTCCTCCCC TCCACOOGGC CCCACGTGCA CCTAGOOTCC CTGCCAGACC CCTGCCAGCC 2820 

AAGCCTGCAC TTAGGCAGGC CCAOGOGACC TGTAAGCCAA ACCCCCCTCA GAAGCCTCTG 2880 

CCTGCAGATC CTCTGGCCAG AACAACTOGG CTCACTCATG CCTTGGCCAO GACCCCAGGA 2940 

10 CAATGGGAGA CPGGGCTCCG CCTGGCACCC CTCAGACCTG CTCCACAATA TCC31CACCAA 3000 

GTGCCCAGAT CCACCCACAC OGCCTATATT AAGTGAGAAG CCXSACACCTT TTTTCAACAG 3060 

TGAAGACAGA AGTTTGCACT ATCTTTCAGC TCCAOTTGGA GTTTTTTGTA CCAACTTTTA 3120 

GGATTTTTTT TAATGTTTAA AACATCATTA CTATAAOAAC TTTGAGCTAC TGCCGTCAGT 3180 

GCTQTQCTGT GCTATGGTGC TCTGTCTACT TGCACAGGTA CTTGTAAATT ATTAATTTAT 3240 

15 GCAGAATGTT GATTACAGTG CAGTGGQCTG TAGTAGGCAT TTTTACCATC ACTGAGTTTT 3300 

CCATGGCAGG AAGGCTTGTT GTGCTTTTAG TATTTTAGTG AACTTGAAAT ATCCTGCTTG 3360 

ATGGGATTCt GGACAGGATG TGTTTGCTTT CTGATCAAGG CCTTATTGGA AAGCAGTCCC 3420 

CCAACTACCC CCAGCTGTGC TTATGGTACC AGATGCAGCT CAAQAGATCC CAAGTAGAAT 3480 

CTCAGTTGAT TTTCTGGATT CCCCATCTCA GGCCAGAGCC AAGGGGCTTC AGGTCCAGGC 3540 

20 TQTGTTTGGC TTTCAGQQAG GCCCTGTGCC CCTTGACAAC TGGCAGGCAQ GCTCCCAGGG 3600 

ACACCTGGGA GAAATCTGGC TTCTGGCCAG GAAOCTTTGG TGAGAACCTG GGTTGCAGAC 3660 

AGGAATCTTA AGGTGTAGCC ACACCAGGAT AGAGACTGGA ACACTAGACA AGCCAGAACT 3720 

TGACCCTGAG CTGACCAGCC GTGAGCATGT TTGGAAGGGG TCTGTAGTOT CACTCAAGQC 3780 

GGTGCTTGAT AGAAATGCCA AGCACTTCTT TTTCTCGCTG TCCTTTCTAG AQCACTGCCA 3840 

25 CCAGTAGQTT ATTTAGCTTG GGAAAGGTGG TGTTTCTGTA AGAAACCTAC TGCCCAGGCA 3900 

CTGCAAACCG CCACCTCCCT ATACTGCTTQ dAGCTGAGCA AATCACCACA AACTGTAATA 3960 

CAATGATCCT GTATTCAGAC AGATGAGGAC TTTCCATGGG ACCACAACTA TTTTCAGATG 4020 

TGAACCATTA ACCAGATCTA GTCAATCAAQ TCTGTTTACT GCAAGOTTCA ACTTATTAAC 4080 

AATTAGGCAG ACTCTTTATQ CTTGCAAAAA CTACAACXyW TGGAATGTGA TGTTCATGGG 4140 

30 TATAGTTCAT GTCTGCTATC ATTATTOGTA GATATTGGAC AAAGAACCTT CTCTATGGGG 4200 

CATCCTCTTT TTCCAACTTG GCTOCAGGAA TCTTIAAAAG ATGCTTTTAA CAGAGTCTGA 4260 

ACCTATTTCT TAAACACTTG CAACCTACCT GTTGAGCATC ACAGAATGTG ATAAGGAAAT 4320 

CAACTTGCTT ATCAACTTCC TAAATATTAT GAGATGTGGC TTGGGCAGCA TCCCCTTGAA 4380 

CTCTTCACTC TTCAAATGCC TGACTAGGGA GCCATGTTTC ACAAGGTCTT TAAAGTGACT 4440 

35 AATGGCATGA GAAATACAAA AATACTCAQA TAAGGTAAAA TGCCATGATG CCTCTGTCTT 4500 

CTGGACTGGT TTTCACATTA GAAGACAATT GACAACAGTT ACATAATTCA CTCTGAGTGT 4560 

TTTATGAGAA AGCCTTCTTT TGGGGTCAAC AGTTTTCCTA TGCTTTQAAA CAGAAAAATA 4620 

TOTACCAAGA ATCTTGGTTT GCCTTCCAGA AAACAAAACT GCATTTCACT TTCCXX3GTGT 4680 

TCCCCACTGT ATCTAGGCAA CATAGTATTC ATGACTATGG ATAAACTAAA CAOGTGAdAC 4740 

40 AAACACACAC AAAAGGGAAC CCAGCTCTAA TACATTCCAA CTCGTATAGC ATGCATCTGT 4800 

TTATTCTATA GTTATTAAGT TCTTTAAAAT GTAAAGCCAT GCTGGAAAAT AATACTGCTG 4860 

AGATACATAC AGAATTACTG TAACTGATTA CACTTGQTAA TTQTACTAAA GCCAAACATA 4920 

TATATACTAT TAAAAAGGTT TACAGAATTT TATGGTGCAT TACGTGGGCA TTGTCTTTTT 4980 

AGATGCCCAA ATCCTTAGAT CTGGCATGTT AGCCCTTCCT CCAATTATAA GAGGATATGA 5040 

45 ACCAAAAAAA AAAAAAAAAA AA 

Seq ID NO: 78 Protein sequence 
Protein Accession NP_00346S 

1 11 21 31 41 51 

50 1 I 1 I I I 

MAARPLPVSP ARALLLALAG ALLAPCEARG VSLWNEGRAD EWSASVRSQ DLWIPVKSFD 60 

SKNHPEVLNI RLQRESKELI INLERNEGH ASSFTETHYL QDGTDVSLAR NYTVILGHCY 120 

YKGHVRGYSD SAVSLSTCSG IjRGLIVFENE SYVLEPMKSA TNRYKLFPAK KLKSVRGSCG 180 

SHHNTPNLAA KNVFPPPSQT WARRHKRETL KATKYVELVI VADNREFQRQ GKDLEKVKQR 240 

55 LIEIANHVDK FYRPUJIRIV LVGVEVWNDM DKCSVSQDPF TSLHEFLDWR KMKLLPRKSH 300 

DKAQLVSGVy FQGTTIGMAP IMSMCTATQS GGIVMDHSDW PLGAAVTLAH ELGHNFGMNH 360 

DTLDRGCSCQ MAVEKGGCIM NASTGYPFPM VFSSCSRKDL ETSLEKGMGV CLFNLPEVRE 420 

SFGGQKOGNR FVEEGEECDC GEPEECMNRC CMATTCTLKP 15AVCAHGI*CC BDOQLKPAGT 480 

ACRDSSNSCD LPEFCTGASP HCPANVYLHD GHSCQDVDGY CYNGICQTHE QQCVTLWGPG 540 

60 AKPAPGICPE RVNSAGDPYG NCGKVSKSSP AKCEMRDAKC GKIQOQGGAS RPVIOTNAVS 600 

IETNIPLQQC3 GRILCRGTHV YLGDDMPDPG LVLAGTKCAD GKICLNRQCQ NISVPGVHEC 660 

AMQCHQROVC NNRKKCHCEA KWAPPPCDKF GFGGSTDSOP IRQADHQGLT IGILVTILCL 720 

LAAGFWYLK RKTLIRH#FT NKKTTIEKLR CVRPSRPPRG FQPCQAHLGH LGKGLMRKPP 780 

DSYPPKDNPR RLLQCQNVDI SRPUfGLNVP CPQSTQRVLP PLHRAPRAPS VPARPLPAKP 840 

65 ALRQAQGTCK PKPPQKPLPA DPLARTTRLT HALARTPGQW ETGLRLAPLR PAPQYPHQVP 900 
RSTHTAYIK • 

Seq ID NO: 79 DMA sequence 
Nucleic Acid AccesBion Ut NM_003714 
7U Coding sequencet 135.. 1043 

1 11 21 31 41 51 

I t I 1 I I 

GAQGAGGAGO GAAAAGGCGA GCAAAAAGGA AGAGTGGGAG GAGGAGGGGA AGOGGCGAAG 60 

GAGGAAGAGG AGGA6QAGGA AOAGGGGAGC ACAAAGGATC CAGGTCTCCC GAOGGGAGGT 120 

75 TAATACCAAG AACCATGTGT GCCGAGOGGC TGGGCCAGTT CATGACCCTO GCTTTGGTGT 180 

TGGCCACCTT TGACCCGGCX; OGGGGGACOG ACGCCACCAA CCCACCCGAG GGTCCCCAAG 240' 

ACAGGAGCTC CCAGCAGAAA GGCCXSCCTGT CCCTGCAGAA TACAGCGGAG ATCCAGCACT 300 

GTTTGGTCAA CGCTGOCGAT OTGGGOTOTG GOOTOTTTGA ATGTTTCGAG AACAACTCTT 360 

GTGAGATTCG GGGCTTACAT GGGATTTGCA TGACTTTTCT GCACAACGCT GGAAAATTTG 420 

80 ATGCXXZAGGG CAAGTCATTC ATCAAAQACG CCTTGAAATQ TAAGGCCCAC GCTCTGCGGC 480 

ACAGGTTCGG CTGCATAAQC CGGAAGTGCC CGGCCATCAG GGAAATXXTTG TCCCAGTTGC 540 

AGCGGGAATG CTACCTCAAG CACSGACCTGT GCGCGOCTOC CCAGGAGAAC ACCCGGGTGA 600 

TAGTGGAGAT GATCCATTTC AAGGACTTGC TGCTGCAOGA ACXXTTAOGTO GACCTOaTGA 660 

ACTTGCTGCT GACCTGTGGG GAGQAGGTGA AGGAGGCCAT CACCCACAGC GTGCAGQTTC 720 

85 AQTGTGAGCA GAACTGGGGA AGCCTGTGCT CCATCTTGAG CTTCTGCACC TCGGCCATCC 780 
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AGAAGCCTCC CACGGCGCCC CCCGAGCGCC AQCCXXAGGT QOACAGAACC AAGCTCTCCA 840 

GGGCCCACCA CX3GGGAAGCA GGACATCACC TCCCAGAGCC CAGCAGTAGG QAGACTGGCC 900 

GAGGTGCCAA GGGTGAGOSA GGTAGCAAGA GCCACXXaUUV CGCCXATGCC CGAGGCAGAG 960 

TCGGGGGOCT TOGQGCTCAG GGACCTTCCG GAAGCAGOSA GTGGGAAGAC GAACAGTCTG 1020 

5 AOTATTCTGA TATCOGOAGG TGAAATGAAA GGCCTGGCCA CQAAATCTTT CCXCCACGCC 1060 

GTCCATTTTC TTATCTATGG ACATTCCAAA ACATTTACCA TTAGAGAGGQ GGGATQTCAC 1140 

ACGCAGGATT CTGTGGGGAC TGTGGACTTC ATCGAGGTGT GTGTTOGCGG AAC3QGACAGG 1200 

TGAGATGGAG ACCCCTGGGa COGTGGGGTC TCAGGGGTGC CTGQTGAATT CTGCACTTAC 1260 

ACGTACTCAA GOQAGCGCGC CCGCGTTATC CTCGTACCTT TGTCTTCTTT CCATCTGTGG 1320 

10 AGTCAGTGGQ TGTCXX3CXX3C TCTGTTGTGG GGGAGGTGAA CCAGGOAGGG GCAGGGCAAG 1380 

GCAGGGCCCC CAGAGCTGGG CCACACAGTO GGTGCTGGGC CTCGCCCOGA AGCTTCTGGT 1440 

GCAGCAGCCT CTGGTGCTGT CTCCGOSGAA GTCAGGGCGG CTOQATTCCA GGACAQGAGT ISOO 

6AATGTAAAA ATAAATATCG CTTAGAATGC AGGAGAAGGQ TGGAQAGGAG QCAGGGGCCQ 1560 

AGGGGGTGCT TGGTGCCAAA CTGAAATTCA GTTTCTTGTG TGGGGCCTTG CGGTTCAGAG 1620 

15 CTCTTGGCGA GGGTGGAGGG AGGAGTGTCA TTTCTATGTG TAATTTCTGA GCCATTGTAC 1680 

TGTCTGGGCT GGGGGOGACA CTGTCCAAGG GAOTGGCCCC TATGAGTTTA TATTTTAACC 1740 

ACTQCTTCAA ATCTCGATTT CACTTTTTTT ATTTATCXy^G TTATATCTAC ATATCTGTCA 1800 

TCTAAATAAA TGGCTTTCAA ACAAAGCAAC TGGGTCATTA AAACCAGCTC AAAGGQGGTT 1860 

TAAAAAAAAA AAAACCAGCC CATCCTTTGA GGCTGATTTT TCTTTTTTTT AAOTTCTATT 1920 

20 TTAAAAGCTA TCAAACAOCG ACATAGCCAT ACATCTGACT GCCTGACATG GACTCCTGCC 1980 

CACTTGGGGG AAACCTTATA CCCAQAGGAA AATACACACC TGGGGAGTAC ATTTGACAAA 2040 

TTTCCCTTAG GATTTCGTTA TCTCACCTTG ACCCTCAGCC AAGATTGGTA AAGCTQCGTC 2100 

CTGQCGATTC CAGGAGAOOC AGCTGGAAAC CTGGCTTCTC CATGTGAGGO OATGGQAAAG 2160 

GAAAGAAGAG AATOAAGACT ACTTAGTAAT TCXXATCAGG AAATGCTGAC CrTTTACATA 2220 

25 AAATCAAGGA GACTGCTGAA AATCTCTAAG GGACAGOATT TTCOUSATCC TAATTGGAAA 2280 

TTTAGCAATA AGGAGAGGAQ TCCAAGGGQA C3UVATAAAGG CAQAGAGAQA GAGAGAGAGA 2340 
GGGAGAGQAA GAAAAGAGAG AGAGAAAAGA GCCTCGTGCC 

Seq ID NOt 80 Protein sequence 
30 Protein Accession #: NP_003705 

1 11 21 31 41 51 

I I I I t i 

MCAERLOQFM TUALVLATPD PARGTDATNP PEGPQDRSSQ QKGRLSLQNT AEIQHCLVNA 60 

GDVGCGVFEC FENNSCEIRG LHGICMTFLH NAGKFDAQGK SFIKDALKCK AHALRHRFGC 120 

35 ISRKCPAIRE MVSQLQRECY LKHDIXIAAAQ ENTRVIVEMI HFKDLLLHEP YVDLVNIiLLT 180 

CGEBVKEAIT HSVQVQCEQN WGSLCSILSP CTSAIQKPPT APPERQPQVD RTKLSRAHHQ 240 

EAGHHLPEPS SRETQRGAKG ERGSKSHPNA HARGRVGGLG AQGPSGSSEW EDEQSEYSDI 300 
RR 

40 Seq ID NO: 81 DNA sequence 

Nucleic Acid Accession #t CAT cluster 

1 11 21 31 41 51 

I I I I i i 

AATCATGTTT TTGGAATAAA AATGGTAAAT GTTTTTTTTT TTTTTTTTTT GTTAGTAATG 60 

45 GAAGTATTCT ATTATTTTTA ATTTTATGTA TGTACAGACA AQAGCTATAT GGGAAAGTAQ 120 

CTATTACAGA CCCATTATAG TTTCATCATT TATAACCAGG GTTGGTAGTA AAGCAACAQA 180 

AATACATCTT CAATGCAGAC TTGCTCCCAQ CATCTCTTTC CTTTCATCCT TGACCATATT 240 

GCATCCTGGA CAGGAAGAAG ACATCCTCAO CCCACCACCC CTTCCCCTCC AATGTGGACT 300 

GAGTGTTGGG TCAACTGATA AGCAQTGCAG ACTCTTCATT TTGCTTTGTT GGTGCCTTGG 360* 

50 AGGCATGTGA GGGCACAGCC TCAAATTCCA GAQACCTTGC CTTCAGGATT TGAGGTGGGC 420 

AAAGATGTGA AAGAAGACCT TTAGCCACTC AGTX3TTATCA AAAGCAATCA CCAAAQAAGT 480 

TTTTGCATCT GGCATTGTGT TGGGACGTCC ATCAGCAGTA CCGTACGGTC TCTTTACTGG 540 

ACAAGTATTT ACACCTTGTT AACAGCAGTO TACACCCGGT GGAAAACTCC TATCTAATGG 600 

CATGGCAGAA TTGTAAACAT TTCCTCCTTC ACCAAATTTG TQGATGGAAT AAACATGTAG 660 

55 CCTTAAACTT TATTGGCTTC TCCGGTCTTG CCACTGCGGG GCCCAAAAAC TTTCAQAAGT 720 

AGGAATCCTG TGGCATCTGC TAATGGTGAT TGGAAGAAAG AGTAGAGGTG ACAGTATCTA 780 

TGGGTGCAGT ACCAGAACTA TTACGAAATG TTCCAGCTGC GATTTCAGAG GAATCCCCCC 840 
TGACCCCTGG ACGTGGTTCT CCTATTTCAG TCACCCTGTG CCX3 

60 * Seq ID MO: 82 DNA sequence 

Nucleic Acid Accession Ut XM_061091.1 
bading sequencei 1..2481 

1 11 21 31 41 51 

^^1 1 ! * I 1 i 

OJ ATGCCAAATA CTTCAGGAAC AACCAGGATT GAAATTTGGC TTCTCCAAGA GCCXaCCCGGG 60 

CACCXSAGCGC TGQTCGCCOC TCTCCTTCOG GTGAGTCCCA GCCCCGAGTT GGCTCTGG03 120 

CCCGGGTACC CGCCAGTGCC GQCTGCOOAT GACCGATTCA CQCTCCCGAT GATTGGAGGT 180 

CAGATGCATG GT6AGAAGGT AGATCTCTGG AGCCTTGGTG TTCTTTGCTA TGAATTTTTA 240 

GTTGGGAAGC CTCCTTTTGA GGCAAACGAA GTCCATGTAA 6CAAAGAAAC CATCGGGAAQ 300 

70 ATTTCAGCTG OCAGCAAAAT GATGTGGTGC TCGGCTGCAG TGGACATCAT GTTTCTGTTA 360 

GATGGGTCTA ACAGCCrcGG QAAAGGGAGC TTTGAAAGGT CXAAGCACTT TGCCATCACA 420 

GTCTGTGACG GTCTGGACAT CAGCCCCGAG AGGQTCAGAG TGGGAGCATT CCAGTTCAGT 480 

TCCACTCCTC ATCTGGAATT CCCXrTTGGAT TCATTTTCAA CCCAACAGGA AGTGAAGGCA 540 

AGAATCAAGA GGATGGTTTT CAAAGGAGGG CGCACGGA6A CGGAACTTGC TCTGAAATAC 600 

75 CTTCTGCACA OAGGGTTGCC TGGAGGCAGA AATGCTTCTG T6CCCCAGAT CCTCATCATC 660 

GTCACTGATG GGAAGTCCCA GGGGQATGTG GCACTGCCAT CXyVAGCAGCT GAAGGAAAGG 720 

GGTGTCACTG TGTTTGCTGT GGGGGTCAGG TTTCCCAGGT GGGAGGAGCT GCATGCACTG 780 

GCCAGCGAGC CTAGAGGGCA GCACGTGCTG TTGGCTGAGC AGGtGGAOQA TGCCACCAAC 840 

GGCCTCTTCA GCACCCTCAG CAGCTCGGCC ATCTGCTCCA GCGCCACGCC AGCPGGGAQC 900 

80 CCCQAGCTTG TCTTCATGGA GCGGTTAATG GGCATCTCTC TGATAGGCCC CTGTGACTCG 960 

CAGCCCTGCC A6AATGGAGQ CACATGTGTT CCAOAAGGAC TGGACGGCTA CCAGTGCCTC 1020 

TGCCCGCTGG CCTTrGGAGG GGAGGCTAAC TQTGCCCTGA AGCTGAGCCT GGAATGCAGG 1080 

GTCGACCTCC TCTTCCTGCT GGACAGCTCT GCGGGCACCA CTCTGOAOGO CTTCCTGCGG 1140 

GCCAAAGTCT TOGTGAAGCG GTTTGTGCGG GCCXTTGCTGA GOGAGGACTC TCGGGCCCGA 1200 

85 QTGGGTGTGG CCACATACAQ CAGGGAGCTG CTGGTGGCGG TGCCTGTGGG GQAGTACCAG 1260 

302 
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GATGTGCCTG ACCTGGTCTG GAGCCTOGAT GQCATTCCCT TCCCTGGTGG CCCCACCCTG 1320 

ACGGGCAGTG CCTTGCQGCA GOCGGCAGAG CQTGGCTTCO GGAGCGCCAC CAGGACAGGC 1380 

CAGGACCGGC CAOOTAGAGT GGTGQTTTTG CTCACTGAGT CACACTCCGA GGATOAGQTT 1440 

GCGGGCCCAO CGOGTCACGC AAGGQCGOGA GAGCTGCTCC TGCTGGGTGT AGGCAGTOAO 1500 

5 GCCGTGCGGG CACyvGCTGGA GGAGATCACA GGCAGCCCAA AGCATOTQAT GGTCTACTOG IS 60 

GATCCTCAGQ ATCTGTTCAA CCAAATCCCT GAGCTGCAGG GOAAGCTGTa CAGCCGGCAO X620 

CGGCCAGGGT GCCGGACACA AGCCCTGGAC CTCOTCTTCA TGTTGGACAC CTCTGCCTCA 1680 

GTAGGGCCCG AGAATTTTGC TCAGATGCAG AGCTTTGTGA GAAGCTGTGC CCTCCAQTTT 1740 

GAGGTGAACC CTGAOGTQAC ACAGGTCX3GC CTGGTGGTGT ATGGCAGCCA GGTGCAGACT 1800 

10 GCCTTCGGGC TGGACACCAA ACCCACCOGQ GCTGOGATGC TGCGGGCCAT TAGCCAGGCC 1860 

CCCTACCTAG GTGGGGTGGG CTCAGCOGGC ACCGCCCTGC TGCACATCTA TGACAAAGTG 1920 

ATGACCQTCC AGAGGGGTGC CCGGCCTGGT GTCCOCAAAO CTGTGGTGGT GCTCACAGGC 1980 

GGGAGAGGCG CAGAOGATGC AGCCGTTCCT GCCCAGAAGC TGAGGAACAA TGGCATCTCT 2040 

GTCTTGGTCG TGGGCGTGGG GCCTGTCCTA AGTGAGGGTC TGCGGAGGCT TGCAGGTCCC 2100 

15 CGGGATTCCC TGATCCACGT GGCAGCTTAC GCCGACCTGC GGTACCACCA GGACGTGCTC 2160 

ATTGAGTGGC TGTGTGGAGA AGCCAAGCAG CCAGTCAACC TCTGCAAACX CAGCCCGTGC 2220 

ATGAATGAGG GCAGCTGCGT CCTGCAGAAT GGGAGCTACC GCTGCAAGTG TCGGGATGGC 2280 

TGQOAGGGCC CCCACTGCGA GAACOGTGAG TGGAGCTCTT GCTCTGTATG TGTGAGCCAQ 2340 

GGATGGATTC TTGAGACGCC CCTGAOGCAC ATGGCTCCCG TGCAGGAGGG CAGCAQCCGT 2400 

20 ACCCCTCCCA GCAACTACAG AQAAGGCCTG GQCACTGAAA TGGTGCCTAC CTTCTGGAAT 2460 
GTCTGTGCCC CAGGTCCTTA G 

Seq ID NO; S3 Protein sequence 
Protein Accession ft: XP_06109l.l • 
25 1 11 21 31 41 SI 

I ! i r I I 

MPNTSGTTRI BIWLLQEPPG HRALVAALLP VSPSPBLALA PGYPPVPAAD DRFTLPMIGG 60 

QMHGEKVDLW SLGVLCYEFL VGKPPFEANE VHVSKETIGK ISAASKMMWC SAAVDIMPLL 120 

DGSNSVGKGS PERSKHPAIT VCDGLDISPB RVRVGAFQFS STPHLEFPLD SFSTQQEVKA 180 

30 RIKRMVFKGG RTETELALKY LLHRQLPGGR NAiSVPQILII VTDGKSQGDV ALPSKQLKER 240 

GVTVFAVGVR FPRWEELHAL ASEPRGQHVL LAEQVEDATN GLFSTLSSSA ICSSATPAGS 300 

PELVFMERLM GISLIGPCDS QPCQNGGTCV PEGLDGYQCL CPLAFGGEAN CALKIiSLECR 360 

VDLLFLLDSS AGTTLDGFLR AKVFVKRFVR AVLSEDSRAR VGVATYSREL LVAVPVGEYQ 420 

DVPDIiVWSLD GIPFRGGPTL TGSALRQAAE ROFGSATRTG QDRPRRWVL LTESHSEDEV 480 

35 • AGPARHARAR ELLLLGVGSE AVRAELBEIT GSPKHVMVYS DPQDLFNQIP ELQGKLCSRQ 540 

RPGCRTQALD LVFMLDTSAS VGPENFAQMQ SFVRSCALQP BVNPDVTQVG LWYGSQVCJT 600 

AFGLDTKPTR AAMLRAISQA PYLGGVGSAG TALLHIYDKV MTVQRGARPG VPKAWVLTG 660 

GRGAEDAAVP AQKLRNNGIS VLWOVGPVL SEGLRRLAGP RDSLIHVAAY ADLRYHQDVL 720 

lEWLCGKAKQ PVNLCKPSPC MNEGSCVLQN GSYRCKCRDG WEGPHCENRE WSSCSVCVSQ 780 

40 GWILETPLRH MAPVQEGSSR TPPSNYREGli QTEMVPTFTOI VCAPGP 

Seq ID NO: 84 DNA sequence 
Nucleic Acid Access ion #: Eos sequence 
Coding sequence t 1..2424 
45 1 11 21 31 41 51 

1 1 I I i I 

ATGCCCCCTT TCCTGTTGCT GGAGGCOrrC TGTGTTTTCC TGTTTTCCAG AGTGCCX:CCA 60 

TCTCTCCCTC TCCAGGAAGT CCATGTAAGC AAAGAAACCA TCGGGAAGAT TTCAGCTGCC 120 

AGCAAAATGA TGTGGTGCTC GGCTGCAGTG GACATCATGT TTCTGTTAGA TGGGTCTAAC 180 

50 AGCGTCGGGA AAGGGAGCTT TGAAAGGTCC AAGCACTTTG CCATCACAGT CTGTGACGGT 240 

CTGOACATCA GCCCCGAOAG GGTCAGAGTQ GGAGCATTCC AGTTCAGTTC CACTCCTCAT 300 

CTGGAATTCC CCTTGQATTC ATTTTCAACC CAACACGAAG TGAAGGCAAG AATCAAQAGG 360 

ATGGTTTTCA AAGGAGGGCG CACGGAGACG GAACTTGCTC TGAAATACCT TCTGCACAGA 420 

GGGTTGCCTG GAGGCAGAAA TGCTTCTGTG CCCCAGATCC TCATCATOGT CACTGATGGG 480 

55 AAGTCCCAOQ GGGATGTGGC ACTGCCATCC AAGCAGCTGA AGGAAAGOGG TGTCACTGTG 540 

TTTGCTOTGQ GGGTCAGGTT TCCCAGGTGG GAGGAGCTGC ATGCACTGGC CAGCGAGCCT 600 

AGAGGGCAGC ACGTGCTGTT GGCTGAGCAO GTGGAGGATG CCACCAACGG CCTCTTCAGC 660 

ACCCTCAGCA GCTCGGCCAT CTGCTCCAOC GCCAOGCCAG ACTGCAGGGT CGAGGCTCAC 720 

CCCTGTGAGC ACAGGACGCT GGAGATGGTC CX3GGAGTTCG CTGGCAATGC CCCATGCTGG 780 

60 AGAG6ATCQC GGCGGACCCT TGCGGTGCTG GCTGCACACT GTCCCTTCTA CAGCTGGAAG 840 

AGAGTGTTCC TAACCCACCC TGCCACCTGC TACAGGACCA CCTGCCCAGG CCCCTGTGAC 900 

TCGCAGCCCT GCCRGAATGG AGGCACATGT GTTCCAGAAG GACTGGACGG CTACCAGTGC 960 

CTCTGCCCXSC TGGCCTTTGG AGGGGAGGCT AACTGTGCCC TGAAGCTGAG CCTGGAATGC 1020 

AGGGTCXSACC TCCTCTTCCT GCTGGACAGC TCTGCGGGCA CCACTCTGQA OGGCTTCCTG 1080 

65 CGGGCCAAAG TCTTOGTQAA GCGGTTTGTG CGGGCCGTGC TGAGCGAGGA CTCTCGGGCC 1140 

CGAGTGGGTG TGGCCACATA CAGCAGGGAG CTGCTGGTGG CGGTGCCTGT GGQGGAGTAC 1200 

CAGGATGTGC CTGACCTGGT CTGGAGCX:TC GATGGCATTC CCTTCX3GTGG TGGCCCCACC 1260 

CTGACGGGCA GTGCCTTGCG GCAGGCGGCA GAOCGTGGCT TOGGGAGCGC CACCAGGACA 1320 

GQCCAGGACC GGCCACGTAG AGTGGTGGTT TTGCTCACTO AGTCACACTC CX^AGQATGAG 1380 

70 GTTGCGGGCC CAGCGCGTCA OGCAAGGGCG OGAGAGCTGC TCCTGCTGGG TGTAGGCAOT 1440 

GAGGCCX3TGC GGQCAGAGCT GGAGGAGATC ACAGGCAGCC CAAAGCATGT GATGGTCTAC ISOO 

TCXXyVTCCTC AGGATCTGTT CAACCAAATC CCTGAGCTGC AGGGGAAGCT GTGCAGCCGG 1560 

CAGCGGCCAG GGTGCCGGAC ACAAGCCCTG GACCTCGTCT TCATGTTG6A CACCTCTGCC 1620 

TCAGTAGGGC CCGAGAATTT TGCTCAGATG CAGAGCTTTO TGAGAAGCTG TGCCCTCCAG 1680 

75 TTTGAGGTGA ACCCTGACGT GACACAGGTC GGCCTGGTGG TGTATGGCAO CCAGQTGCAG 1740 

ACTGCCTTCG GGCTGGACAC CAAACCCACC OGGGCTGOGA TGCTGCGGGC CATTAGCXAG 1800 

GCCCCCTACC TAGOTGGGGT GGGCTCAGCC GGCACCX3CCC TGCTGCACAT CTATGACAAA I860 

GTGATGACCG TCCAGAGGGQ TGCCCGGCCT GGTGTCCCCA AAGCTGTGGT GGTGCTCACA 1920 

GGCGGGAQAQ GOQCAOAGGA TOCAGCCGTT CCTGCCCAGA AGCTGAGGAA CAATGGCATC 1980 

80 TCTGTCTTGG TCGTGG6CGT OGGGCCTOTC CTAAGTGAGG GTCTGC3GGAG GCTTGCAGGT 2040 

CCCCGGGATT CCCTGATCCA CGTGGCAGCT TA0GCCC3ACC TGCGGTACCA CCAGQACGTG 2100 

CTCATTGACT GGCTGTGTGG AGAAGCCAAG CAGCCAGTCA ACCTCTGCAA ACCCAGCCCG 2160 

TGCATGAATG AGGGCAGCTG CCTCCTGCAG AATGGGAGCT ACCGCTGCAA GTGTCGGQAT 2220 

GGCTGGGAOG GCCCCCACTG OGAGAACCGT GAGTGGAGCT CTTGCTCTGT ATGTGTGAOC 2280 

85 CAGGGATGGA TTCTTGAGAC GCCCCTGAGQ CACATGCCTC COGTGCAGGA GGGCAGCAGC 2340 

303 
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OGTACCCCTC CCAGCAACTA CAGAGAAQGC CrGGQCACTQ AAATGOTGCC TACCTTCTGG 2400 
AATGTCTGTO CCCCAGGTCC TTAQ 



Seq ID NO t as Protein sequence 
5 Protein Accesoion Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MPPFLLLEAV CVFLPSRVPP SLPLQEVHVS KBTIGKZSAA SKNMHCSAAV DIMFLLDGSN 60 

SVGKGSFERS KHFAITVCDG LDISPERVRV GAPQFSSTPH LEPPLDSPST QQEVKARIKR 120 

10 MVFKGGRTET BLALKYLLHR 6LPGGRNASV PQILIIVTDG KSQGDVALPS KQLKERGVTV 180 

PAVGVRFPRH EELHALASEP RGQHVIiLAEQ VEDATMGLPS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTLEMV REFAGNAPCW RGSRRTIAVL AAHCPFYSWK RVPLTHPATC YRTTCPGPCD 300 

SQPOQNGQTC VPEGLDGYQC LCPLAFGGEA KCALKLSLEC RVDLLFliU3S SAOTTLDGFL 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVWSL DOIPFRGGPT 420 

15 LTGSALRQAA ERGFGSATRT GQDRPRRVW LliTBSHSEDS VAOPARHARA RBLLLLGVGS 480 

EAVRAELBEI TGSPKKVKVY SDPQDLFNQI PCLQQKLCSR QRPGCRTQAL DLVFMLDTSA 540 

SVGPEMFAQM QSFVRSCALQ PEVNPDVTQV GLWYGSQVQ TAPGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIVDK VMTVQRGARP GVPKAVWLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSEGLRRLAQ PRDSLIHVAA VADLRYHQDV LIEWLCGEAK QPVNLC3CPSP 720 

20 CMMEGSCVLQ HGSYRCKCRD GWEGPHCENR BWSSCSVCVS QGWILETPLR UMAPVQEGSS 780 
RTPPSI«ryREG LGTEMVPTFW NVCAPGP 

Seq ID NO: 86 DNA sequence 
Nucleic Acid Accession )}i Bos sequence 
2j Coding sequence: 89.. 2356 

1 11 21 n 41 51 

t I I I I I 

GCCCCCTGGC CCQA0CCX3C0 CCCGGGTCTQ TGAQTAGAGC CGCCCGGGCA CCGAGCGCTQ 60 

GTCQCCGCTC TCCTTCC3GTT ATATCAACAT GCCCCCTTTC CTXSTTGCTOG AAGCCOTCTG 120 

30 TGTTTTCCTG TTTTCCAGAQ TGCCCCCATC TCTCCCTCTC CAGQAAGTCC ATGTAAGCAA 180 

AGAAACCATC GGGAAGATTT CAGCTGCCAG CAAAATGATG TGGTGCTCGG CTGCAQTGGA 240 

GATCATGTTT CTOTTAGATa GQTCTAACAG OGTCGGGAAA GGGAGCTTTG AAAGGTCCAA 300 

GCACTTTGCC ATCACAGTCT GTGACGGTCT GQACATCAGC CCCGAGAGGG TCAGAGTGGQ 360 

AGCATTCCAG TTCAGTTCCA CTCCTCATCT GQAATTCCCC TTX3QATTCAT TTTCAACCCA 420 

35 ACAGGAAGTG AAGGCAAGAA TCAAGAGGAT GGTTTTCAAA GGAGGGOGCA CGGAGACGQA 480 

ACTTGCTCTG AAATACCTTC TGCACAGAGG GTTGCCTGGA GGCAGAAATG CTTCTGTGCC 540 

CCAGATCCTC ATCATCGTCA CTGATGGGAA GTCCCAGGGG GATGTGGCAC TGCCATCCAA 600 

GCAGCTGAAG GAAAGGGGTG TCACTGTGTT TGCTGTGGGG GTCAGGTTTC CCAGGTGGGA 660 

GGAGCTGCAT GCACTGGCCA GCGAGCCTAG AGGGCAGCAC GTGCTGTTGG CTGAGCAGGT 720 

40 GGAGGATGCC ACCAACGGCC TCTTCAGCAC CCTCAGCAGC TCGGCCATCT GCTCCAGOGC 780 

CACGCCAGAC TGCAGGQTCG AGGCTCACCC CTGTGAGCAC AGGACGCTGG AGATGGTCCQ 840 . 

GQAGTTCGCT GGCAATGCCC CATOCTGGAG AGGATCGCGG CGGACCCTTG CGGTGCTGGC 900 

TGCACACTGT CCCTTCTACA GCTGGAAGAQ AGTGTTCCTA ACCCACCCTG CCACX:TGCTA 960 

CAGGACCACC TGCCCAGGCC CCTGTGACTC GCAGCCCTGC CAOAATGQAQ GCACATGTGT 1020 

45 TCCAGAAGGA CTGGACGGCT ACCAGTGCCT CTGCCCGCTG GCCTTTGGAG GGGAGGCTAA 1080 

CTGTGCCCTG AAGCTGAQCC TGGAATGCAG GGTCGACCrC CTCTTCCTGC TGGACAGCTC 1140 

TGOGGGCACC ACTCTGQACG GCTTCCTGCQ GGCCAAAGTC TTOGTGAAGC GGTTTGTGCG 1300 

GGCCGTGCTG AGCXaVOGACT CTCGG0CCCX3 AQTGGGTGTG GCCACATACA GCAGGGAGCT 1260 

GCTCGTGGCG GTGCCTGTGG GGGAGTACCA GGATGTQCCT GACCTGGTCT GGAGCCTCGA 1320 

50 TGGCATTCCC TTCCGTGGTG GCCCCACCCT GACGGGCAGT GCCTTGCGGC AGGCGGCAGA 1380 

GCGTGGCTTC GGGAGCGCCA CCAGGACAGG CCAGGACCGG CCAOGTAGAG TGOTGGTTTT 1440 

GCTCACTGAG TCACACTCCX; AGGATGAGGT TGOGGGCCCA GCGCGTCACG CAAGGGOGOG 1500 

AGAGCTGCTC CTGCTGGGTG TAGGCAQTGA GGCCGTGCGG GCAGAGCTGG AGGAGATCAC 1560 

AGGCAGCCCA AAGCATGTGA TGGTCTACTC GGATCCTCAQ GATCTQTTCA ACCAAATCCC 1620 

55 TQAGCTGCAG GGGAAGCTGT GCAGCCGGCA GCGGCCAGGG TGCCGGACAC AAGCCCTGGA 1680 

CCTCGTCTTC ATGTTGGACA CCTCTGCCTC AGTAGGGCCC GAGAATTTTG CTCAGATGCA 1740 

GAGCTTTGTG AGAAGCTGTG CCCTCCAGTT TGAGGTQAAC CCTQACX3TGA CACAGGTCGG 1800 

CCTGGTGGTG TATGGCAGCC AGGTGCAGAC TGCCTTCGGG CTGGACACCA AACCCACCOQ 1860 

GGCTGCOATG CTQCGGQCCA TTAGCCAGGC CCCCTACCTA GGTGGGGTGG GCTCAGCCXM3 1920 

60 CACCGCCCTG CTGCACATCT ATGACAAAGT GATGACCGTC CAOAGGGGTG CCCGGCCTGG 1980 

TGTCCCCAAA GCPGTGGTGG TGCTCACAGG CGGGASAGGC OCAGAGOATG CAGCOCTTCC 2040 

TGCCCAGAAG CTGAGGAACA ATGGCATCTC TGTCTTGGTC GTGGGCGTGG GGCCTGTCCT 2100 

AAGTGAGGGT CTGCGGAGGC TTGCAGGTCC CCGGGATTCC CTGATCCAOQ TGGCAGCTTA 2160 

^ CGCCGACCTG CGGTACXACC AGGACGTGCT CATTGAGTGG CTGTGTGGAG AAGCCAAGCA 2220 

65 GCCAGTCAAC CTCTGCAAAC CCAGCCCGTQ CATGAATGAG GGCAGCTGCG TCCTGCAGAA 22 80 

TGGQAGCTAC OGCTGCAAGT OTCGGGATGO CTGGGAGGGC CCCCACTGCG AGAACCGATT 2340 

CTTGAGACGC CCCTGAGGCA CATGGCTCCC GTGCAGGAGG GCAGCAGCCG TACCCCTCCC 2400 

AGCAACTACA GAGAAGGCCT GGGCACTQAA ATGOTGCCTA CCTTCTQGAA TGTCTGTGCC 2460 

CCAGGTCCTT AGAATGTCTG CTTCCCGCCG TGGCCAGGAC CACTATTCTC ACTOAGGGAG 2520 

70 GAGQATGTCC CAACTGCAGC CATGCTGCTT AGAGACAAGA AAGCAGCTGA TGTCACCCAC 2580 

AAACGATGTT OTTOAAAAGT TTTOATGTGT AAGTAAATAC CCACTTTCTG TACCTGCTGT 2640 

■ GCCTTGTTGA GGCTATGTCA TCTGCCACCT TTCCCTTQAG GATAAACAAG GGGTCCTGAA 2700 

GACTTAAATT TAGCGGCCIG ACGTTCCTTT GCACACAATC AATGCTOGCC AGAATGTTGT 2760 
TQACACAGTA ATGCCCAQCA GAGGCCTTTA CTAGAGCATC CTTTGGACGG 

Seq ID NO I 87 Protein sequence 
Protein Accession # ; Eos sequence 

1 11 21 31 41 SI 

on I I I ' ' ' 

OU MPPFLLLEAV CVFLPSRVPP SLPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLLDGSN 60 

SVGKGSFERS KHFAITVCDG LDISPERVRV GAFQFSSTPH LBFPLDSF8T QQEVKARIKR 120 

MVFKGGRTET ELALKYLLHR GLPGGRNASV PQILIIVTDG KSQGDVALPS KQLKERGVTV 180 

FAVGVRFPRW EELHALASBP RGQHVLLAEQ VEDATNGLFS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTIiEMV REFAGNAPCW RQSRRTLAVL AAHCPFYSWK RVPLTHPATC YRTTCPQPO) 300 

85 5QPCQNGGTC VPEGLDGYQC LCPLAFGGEA NCALKLSLEC RVDLLFLLDS SAGTTLDGFL 360 
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HAKVFVKRFV RAVL3EDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVHSL DOIPPRGQPT 430 

LTGSALRQAA ERGFGSATRT GQDRPRRVW LLTBSHSEDE VA6PARHARA REUiIiLGVOS 480 

EAVRAELEEl TQSPKHVMVY SDPQDIiFNQI PELQQKLCSR QRPGCRTQAL DLVFMU>TSA S40 

SVGPEMPAQM QSFVRSCALQ FBVNPDVTQV GLWYOSCJVQ TAPfflUDTKPT RAAMLRAISQ 600 

5 APYLGGVGSA GTALLHZYDK VKTVQRGARP OVPKAWVLT OGRQABDAAV FAQKLRNNGI 660 

SVLWGVGPV LSEGLHRIiAG PROSLIHVAA YAOLRYHQDV LIEWLOQEAX QPVNIfCKPSP 720 
CMMEGSCVLQ NGSYRCKCRD GHEGPHCENR FC«RRP 

Seq ID NO: 8a DNA sequence 
10 Nucleic Acid Accession §) NM_019694 
coding sequence I 1. .1314 

1 11 21 31 41 51 

I I I I I I 

ATGTTACAGG ATCCTGACAG TGATCAACCT CTGAACAGCC TCGATGTCAA ACCCCTGCGC 60 

15 AAACCCCGTA TCCCCATGQA GACCTTCAGA AAGGTGGGQA TCCCCATCAT CATAGCACTA 120 

CTGAGCCPGG CGAGTATCAT CATTGTGGTT OTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GCGGGCAGCC TCTCCACTTC ATCCCGAGGA AGCAGCTGTG TGACOQAGAG 240 

CTGGACTGTC CCTTGGGGGA GGACXa«3GAG CACTGTGTCA AGAGCTTCCC OGAAGGGCCT 300 

GCAGTGGCAG TCCQCCTCTC CAAGGACOGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

20 GGGAACTGGT TCTCTGCCTO TTTCGACAAC TTCACAGAAG CTCTCGCTGA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAQATTGO CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAOC TTOGCATOCG GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCTCX: CTGCACTGTC TTGCCTGTGG GAAGAGCCTG 600 

AAGACCCCCC GTGTG3TGGG TX3GGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

25 AGCATCCAGT ACGACAAACA GCAOGTCTQT GGAGGGAOCA TCCTGGACCC CCACTGGGTC 720 

CTCACGGCAG CCCACTGCTT CAGGAAACAT AtXXSATGTOT TCAACTGOAA GGTGCGGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCCCATCC CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AGACAATGAC ATCGCCCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCrCAG GCACAGTCAG QCCCATCTOT CTGCCCTTCT TTGATGAGGA GCTCACTCCA 960 

30 GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTAOGAAGC AOAATGGAGG QAAGATGTCT 1020 

GACATACTGC TGCAGGCGTC AGTCCAGGTC ATTGACAGCA CACGGTGCAA TQCAGACXJAT 10 BO 

GCOTACCAGG GGGAAGTCAC CX3AGAAGATC ATGTGTGCAO GCATCCCGGA AGGGGGTGTG 1140 

GACACCTGCC AGGGTGACAG TGQTGGGCCC CrQATGTACC AATCTGACCA GTGGCATGTG 1200 

GTGGGCATCG TTAGCTGGGG CTATGGCTQC GGGGGCCCGA OCACCCCAGG AGTATACACC 1260 

35 AAGGTCTCAG CCTATCTCAA CTGGATCTAC AATGTCTGGA AGGCTQAGCT GTAA 

Seq ID NO: 89 Protein sequence: 
Protein AccesGion #t NP_063 947.1 

1 11 21 31 41 51 

40 1 I 1 I ! 1 

MLQDPDSDQP LNSLCVKPLR KPRIPMETFR KVGIPIIIAL LSLASIIIW VLIKVILDKY 60 

YFLCGQVUiF IPRKQLCDGE LDCPLGEDBE HCVKSFPEGP AVAVRLSKDR STLQVUJSAT 120 

GNWFSACFDN PTEALAETAC RQMGYSSKPT FRAVEIGPDQ DLDWEITBN SQELRMRNSS 180 

GPCLSGSLVS LHCLACGKSL KTPRWGGBE ASVDSWPWQV SIQYDKQHVC GGSILDPHWV 240 

45 LTAAHCFRKH TDVFNWKVRA GSDKLGSPPS LAVAKIIIIB FNPHYPKDND lALMKLQFPL 300 

TFSGTVRPIC LPFFDBELTP ATPLWIIGWG FTKQNGGKMS DILLQASVQV IDSTRCNADD 360 

AYQQEVTEKM MCAGIPEGQV DTCQQDSGGP LMYQSDQWHV VGIVSWGYGC GGPSTPGVYT 420 
KVSAYLNWIY KVMKAEL 

50 Seq ID NO: 90 DNA sequence 

Nucleic Acid Accession #: NM_002776.1 
Coding sequence: 82.. 912 

i 11 21 31 41 51 

cr \ 1 1 I I I 

J J ACCAGCGGCA GACCACAGGC AGGGCAGAGG CACGTCTGOG TCCCCTCCCT CCTTCCTATC 60 

GGOOACTCCC AGATCCTGGC CATGAGAGCT COGCACCTCC ACCTCTCCGC OGCCTCTGGC 120 

GCCCGGOCTC TQGCGAAOCT GCTGCTGCTG CTGATGGCGC AACTCTGGGC CGCAGAGGCG 180 

GCGCTGCTCC CCCAAAACGA CACGOGCTTG QACCCCGAAG CCTATQGCGC CCCGTGCGOG 240 

CGCGGCTCGC AGCCCTGGCA GGTCTOGCTC TTCAACGGCC TCTOOTTCCA CTGCGCGOGT 300 

60 GTCCTGGTGG ACCAG^USTTG GGTGCTGACG GCCGCGCACT GCGGAAACAA GCCACTGTOG 360 

GCTOQAOTAG GGGATQATCA CCTGCTGCTT CTTCAGGGCG AGCAGCTCCG CCGGACGACT 420 

CGCTCTGTTG TCCATCCCAA GTACCACCAG QGCTCAGGCC CCATCCTGCC AAGGCGAACG 480 

GATGAGCACG ATCTCATGTT GCTAAAGCTG GCCAGGCCCO TAGTGCCGGG QCCCCQCGTC 540 

CGGGCCCTGC AGCTTCCCTA CCGCTGTGCT CAGCCCGGAG ACCAGTGCCA GGTTGCTGGC 600 

65 TGGGGCACCA CGGCCGCCCG QAGAGTGAAG TACAACAAQG GCCTGACCTG CTCCAGCATC 660 

ACTATCCTGA GCCCTAAAGA GTGTGAGGTC TTCTACCCTG GCQTGGTCAC CAACAACATG 720 

ATATGTGCTG GACTGQACCG GGGCCAGGAC CCTTGCCAGA GTQACTCTGG AGGCCCCCTG 780 

GTCTGTGACG AGACCCTCCA AGGCATCCTC TCGTGGGGTG TTTACCCCTG TGGCTCTGCC 840 

CAGCATCCAG CTGTCTACAC CCAGATCTGC AAATACATGT CCTGGATCAA TAAAGTCATA 900 

70 CGCTCCAACT GATCCAGATO CTAOQCTCCA GCTGATCCAG ATGTTATGCT CCTGCTGATC 960 

CAGATGCCCA GAGGCTCCAT CGTCCATCCT CTTCCTCCCC AGTCGGCTOA ACTCTCCCCT 1020 

TGTCTGCACT GTTCAAACCT CTGCCGCCCT CCACACCTCT AAACATCTCC CCTCTCACCT 1080 

CATTCCCCCA CCTATCCCCA TTCTCTGCCT GTACTGAAGC TOAAATGCAG GAAGTGGTGG 1140 

CAAAGOTTTA TTCCAGAGAA GCCAGGAAGC CGGTCATCAC CCAGCCTCTQ AOAGCAGTTA 1200 

75 CTGOGOTCAC CCAACCTGAC TTCCTCTGCC ACTCCCCGCT GTGTGACTTT GGGCAAGCCA 1260 

AGTGCCCTCT CTGAACCTCA GTTTCCTCAT CTGCAAAATG GGAACAATGA CKTGCCTACC 1320 

TCTTAGACAT GTTGTGAGGA GACTATGATA TAACATOTQT ATGTAAATCT TCATOTGATT 1380 

GTCATGTAAG GCTTAACACA GTGGGTGGTG AGTTCTGACT AAAGGTTACC TGTTGTOGTG 1440 
AAAAAAAAAA AAAA 

Seq ID NO: 91 Protein sequence 
Protein Accession ftt NP_002767.l 

i 11 21 31 41 51 

i I I I I I 

OJ MRAPHl.HX.SA ASGARALAKX* LPLLMAQLWA AEAALLPQND TRLDPEAYGA PCARGSQPWQ 60 
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VSLFNGLSFH CAGVLVDQSH VLTAAHCGNK PLWARVGDDH LLLLQGEQLR RTTRSWHPK 120 

YHQGSGPILP RRTDEHDIjML LKLARPWPG PRVRALQLPY RCAQPGDQCQ VAGWOTTAAR 180 

RVKYNKQLTC SSITILSPKE CEVFYPCWT KNMICAGIJ3R GQDPOQSDSG GPLVCDETWJ 240 
^ GILSWGVyPC GSAQHPAWT QICKVKSMIN KVIRSN 

Se<2 ID KOi 92 QNA sequence 

rruclelc Acid Accession #t NM_032044.l 

Coding sequence: 182-658 

, ^ 1 11 21 31 41 51 

10 I I I I I I 

AAGATATAAA AGCTCCAOAA ACGTTGACTG GGACCACTGG AGACACTGAA GAAGGCAGGG 60 

GCXXTTTAGAO TCTTGGTTGC CAAACAGATT TGCAGATCAA GGAGAACCCA GGAQTTTCAA 120 

AGAAGCX3CTA GTAAGGTCTC TGAOATCCTT GCACTAGCTA CATCCTCAGG GTAGGAGGAA 180 

GATGGCTTCC AOAAGCATGC GGCTGCTCCT ATTQCTGAGC TGCCTGGCCA AAACAGGAGT 240 

15 CCTGGGTGAT ATCATCATGA GACCCAGCTQ TGCTCCTGGA TaOTTTTACC ACAAGTCCAA 300 

TTGCTATGGT TACTTCAGGA AGCTGAGGAA CTGGTCTGAT GCXX3AGCTCG AaTGTCAOTC 360 

TTACOGAAAC GGAGCCCACC TGGCATCTAT CCTGAGTTTA AAGGAAGCCA GCACCATAGC 420 

AGAGTACATA AGTGGCTATC AGAQAAGCCA GC06ATATGG ATTGGCCTGC ACGACCCACA 480 

GAAGAGGCAG CAGTGGCAGT GGATTGATGG QQCCATGTAT CTGTACAGAT CCTGGTCTGG 540 

20 CAAQTCCATG GGTGGGAACA AGCACTGTGC TGAGATGAGC TCCAATAACA ACTTTTTAAC 600 

TTGQAGCAaC AACQAATGCA ACAAGCGCCA ACACTTCCTG TGCAAGTACC GACCATAGAG 660 

CAAGAATCAA GATTCTGCTA ACTCCTGCAC AGCCCCGTCC TCTTCCTTTC TGCTAGCXTPG 720 

GCTAAATCTG CTCATTATTT CAGAGGGGAA ACCTAGCAAA CTAAGAGTGA TAAGGGCCCT 780 

ACTACACTGG CTTTTTTAGG CTTAGAGACA GAAACTTTAG CATTGGCCCA OTAGTGGCTT 840 

25 CTAGCTCTAA ATGTTTGCCC CGCCATCCCT TTCCACAGTA TCCTTCTTCC CTCCTCCCCT 900 

GTCTCTGQCT GTCTCGAGCA GTCTAGAAGA GtGCATCTCC AGCCTATGAA ACAGCTGGGT 960 

CTTTGGCCAT AAGAAGTAAA GATTTGAAGA CAGAAGGAAG AAACTCAGGA GTAAGCTTCT 1020 

AGACCCCTTC AGCTTCTACA CCCTTCTOCC CTCTCTCCAT TGCCTGCACC CCACCCCAGC 1080 

CACTCAACTC CTGCTTGTTT TTCCTTTGGC CATAGGAAGG TTTACCAGTA GAATCCTTGC 1140 

30 TAGGTTGATG TGGGCCATAC ATTCCTTTAA TAAACCATTG TGTACATAAQ AAAAAAAAAA 

Seq ID NOt 93 Protein sequence 
Protein Accession KP_114433.I 

1 11 21 31 41 51 

35 1 I I I I 1 

MASRSMRLLL LLSCLAKTGV U3D11MRPSC APGWFTfHKSN ClfGYFRKLRN WSDAELECQS 60 

YGNGAHIiASI LSLKEASTIA EYISGYQRSQ PIWXGLHDPQ KRQQWQWIDG AMYLYRSMSG 120 
KSMGGNKHCA EMSSNNNFLT WSSMECNKRQ HFLCKYRP 

40 

Seq ID NOi 94 DNA sequence 

Nucleic Acid Accession #i XM_051860 

Coding sequence: 1..4086 

^^1 11 21 31 41 51 

45 1 I I I 1 1 

GAGCTAGCGC TCAAGCAGAQ CCCAQCGOGG TGCTATCGGA CAGAGCCTGG CGAGOGCAAG 60 

CGGCOCGGGG AGCCAGCGGG GCTGAGCGCG GCCAGGGTCT GAACCCAGAT TTCCCAGACT 120 

AGCTACCACT COGCTTGCCC ACGCCCCGGG AGCTOGCGGC GCCTGGCGOT CAGCGACCAG 180 

ACGTCCGGGG CCGCTGCGCT CCTGGCCCGC GAGGOGTGAC ACTGTCTCGQ CTACAGACCC 240 

50 AGAGGGAGCA CACTGCCAGG ATGGQAGCTG CTGGGAG^CA GGACTTCCTC TTCAAGGOCA 300 

TGCTGACCAT CA6CTGGCTC ACTCTOACCT GCTTCCCTGG GGCCACATCC ACAGTGGCTQ 360 

CTGGGTGCCC TGACCAGAGC CCTGAGTTGC AACCCTGOAA CCCTGGCCAT GACCAAGACC 420 

ACCATGTGCA TATCGGCCAG GGCAAGACAC TGCTGCTCAC CTCTTCTGCC AOGOTCTATT 480 

CCATCCACAT CTCAQAGGGA GGCAAGCTGG TCATTAAAGA CCACQACGAG CCQATTGTTT 540 

55 TGCGAACCCG GCACATCCTQ ATTGACAACG GAGGAGAGCT GCATGCTGGG AGTGCCCTCT 600 

GCCCTTTCCA GGGCAATTTC ACCATCATTT TGTATGQAAG QGCTQATGAA GGTATTCAGC 660 

CGGATCCTTA CTATGGTCTG AAGTACATTG GGGTTG<JTAA AGOAGGOGCT CTTGAGTTGC 720 

ATGGACAQAA AAAGCTCTCC TGGACATTTC TGAACAAGAC CCTTCACCCA GOTGGCATQa 780 

- CAGAAGGAGG CTATTTTTTT GAAAQGAGCT QGGGCCACCG TGGAGTTATT GTTCATGTCA 840 

60 TCGACCCCAA ATCAGGCACA GTCATCCATT CTOACCGGTT TGACACCTAT AGATCCAAGA 900 

AAGAGAGTGA ACGTCTGGTC CAGTATTTGA ACGCGGTGCC CQATGGCAQG ATCCTTTCTG 960 

TTGCAGTGAA TGATGAAGGT TCTCGAAATC TGGATGACAT GGCCAGGAAG OCGATGACCA 1020 

AATTGGGAAO CAAACACTTC CTGCACCTTG GATTTAQACA CCCTTGGAGT TTTCTAACTG 1080 

^ TQAAAGGAAA TCCATCATCT TCAGTGQAAG ACCATATTGA ATATCATGGA CATCGAGGCT 1140 

65 CTGCTQCTGC COGGGTATTC AAATTGTTCC AGACAGAGCA TGGCGAATAT TTCAATGTTT 1200 

CTTTGTCCAG TGAGTGGOTT CAAGAOOTGG AOTGGAOGGA GTGGTTCGAT CATGATAAAG 1260 

TATCTCAGAC TAAAGGTGGG GAGAAAATTT CAGACCTCTQ GAAAGCTCAC CCAGGAAAAA 1320 

TATGCAATCG TCCCATTGAT ATACAGGCCA CTACAATGGA TGQAGTTAAC CTCAGCACCG 1380 

AGGTTQTCTA CAAAAAAGGC CAGGATTATA GGTTTGCTTG CTACGACCGG GGCAQAGCCT 1440 

70 GCCGGAGCTA CCGTGTACGG TTCCTCTGTG OGAAOCCTGT GAGGCCCAAA CTCACAGTCA 1500 

CCATTGACAC CAATGTGAAC AGCACCATTC TGAACTTGGA GGATAATGTA CAGTCATGGA 1560 ' 

AACCTGGAGA TACCCTQGTC ATTGCCAGTA CTGATTACTC CATGTACCAG GCAGAAGAGT 1620 

TCCAGGTGCT TCCCTGCAQA TCCTGOGCCC CCAACCAGGT CAAAGTGGCA GGGAAACCAA 1680 

TGTACCTGCA CATCGGGGAG GAGATAGACG QOGTGGACAT GCGGGCGQAG GTTGGGCTTC 1740 

75 TGAGCCGCAA CATCATAGTG ATGGGGGAGA TGGAGGACAA ATGCTACCCC TACAGAAACC 1800 

ACATCTOCAA TTTCTTTGAC TTCGATACCT TTGGGGGCCA CATCAAGTTT GCTCTGGGAT 1860 

TTAAGGCAGC ACACTTGGAG GGCACGGAGC TGAAGCATAT GGGACAGCAG CTGQTGGGTC 1920 

AGTACCCGAT TCACTTCCAC CTGGCCGGTG ATGTAGACGA AAGGGGAGGT TATGACCCAC 1980 

CCACATACAT CAGGGACCTC TCCATCCATC ATACATTCTC TCGCTGCGTC ACAGTCCATG 2040 

80 GCTCCAATGG CTTGTTGATC AAGQACGTTG TGGGCTATAA CTCTTTGGGC CACTQCTTCT 2100 

TCACGQAAQA TGGGCCGGAG GAACGCAACA CTTTTGACCA CTGTCTTOGC CTCCTTGTCA 2160 

AGTCTGGAAC CCTCCTCCCC TCGGACCGTG ACAGCAAGAT GTOCAAGATG ATCACAGAGG 2220 

ACTCCTACCC GGGGTACATC CCCAAGCCCA GGCAAGACTO CAATGCTGTQ TCCACCTTCT 2260 

^ GGATGGCCAA TCCCAACAAC AACCTCATCA ACTGTGCCQC TGCAGGATCT GAGGAAACTG 2340 

85 . GATTTTGGTT TATTTTTCAC CACGTACCAA CGGGCCCCTC CGTQGGAATG TACTCCCCAG 2400 
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GTTATTCAGA GCACATTCCA CTOGGAAAAT TC:TATAAX:AA CCGAGCACAT TCCAACTACC 2460 
GGGCTGGCAT GATCRTACyvC AAOGGAGTCA AAACCACCGA GGCCTCTGCC AAGGACAAGC 2S20 
GGCCGTTCCT CTCAATCATC TCTGCCAGAT ACAGCCCTCA CCAGGAC3GCC OACCCGCTGA 2580 
AGCCCXXSGOA GCCGQCCATC ATCAGACACT TCATTGCCTA CAAQAACCAO GACCACGGGG 2640 
CCTGGCTQCG CXX5CGGGGAT GTGTGGCTGG ACAQCTGCCXJ GrTTGCTQAC AATGGCATTG 2700 
GCCTGACCCT GGCCAGTGGT GGAACCTTCC CGTATGAOGA CJOOCTCCAAO CAAGAGATAA 2760 
AGAACAGCTT GTTTGTTGGC GAGAGTGGCA AOGTGGGGAC GGAAATGATG GACAATAGQA 2820 
TCTGGGGCCC TGGCX3GCTTG GACCATAGCG GAAGGACCCT CCCTATAGGC CAGAATTTTC 2B80 
CAATTAGAGG AATTCAGTTA TATOATGGCC CXZATCAACAT CCAAAACTGC ACTTTCOGAA 2940 
AGTTTCTGGC CCTGGAGGGC OGGCACACCA GOGCCCTGGC CTTCOQCCTG AATAATGCCT 3000 
GGCAGAGCTG CCCCCATAAC AACGTGACOQ GCATTQCCTT TGAGGAOSTT CCGATTACTT 3060 
CCAGAGTGTT CTTCGGAGAG CCTGGGCCCT GGTTCAACXyv GCTGGACATG GATGGGOATA 3120 
AGACATCTGT GTTCXy^TQAC GTCGACX3GCT CCGTGTCCGA GTACCCTGGC TCCTACCTCA 3180 
CGAAGAATGA CAACTGGCTO GTCCGGCACC CAGACTGCAT CAATGTTCCC GACTGGAGAQ 3240 
GGGCCATTTG CAGTGGGTGC TATGCACAGA TGTACATTCA AQCCTACAAG ACCAGTAACC 3300 
TGCGAATGAA GATCATCAAG AATGACTTCC CX^WSCCACCC TCTTTACCTG GAGQGGGCGC 3360 
TCACCAGGAG CACCXATTAC CAGCAATACC AACCGGTTGT CACCCTGCAG AAGGGCTACA 3420 
CCATCCACTQ GGACX^GAOG GCCCOCGCXG AACTOGCCAT CTGGCTCATC AACTTCAACA 3480 
AGGGCGACTG QATCCGAGTO GGGCTCTGCT ACCCGCGAGG CACCACATTC TCCATCCTCT 3540 
CGGATGTTCA CAATCGCCTG CTGAAGCAAA CGTCCAAGAC GGQCX5TCTTC GTGAGGACCT 3600 
TGCAGATGGA CAAAGTGGAG CAGAGCTACX: CTGGCAGGAG CCACTACTAC TGGGAOGAGG 3660 
ACTCAGGGCT GTTGTTCCTG AAGCTGAAAG CTCAGAACGA GAQAGAGAAG TTTGCTTTCT 3720 
GCTCCATQAA AGGCTGTGAG AGQATAAAGA TTAAAGCTCT GATTCCAAAG AAOGCAGGCG 3780 
TCAGTGACTG CACAGCCACA GCTTACCCCA AGTTCACCQA GAGGGCTGTC GTAGAQGTGC 3840 
OGATGCCCAA GAAGCTCTTT GGTTCTCAGC TGAAAACAAA GGAOCATTTC TTGGAGGTGA 3900 
AGATGQAQAG TTCCAAGCAG CACTTCTTCC AtCTCTGGAA CGACTTOGCT TACATTGAAG 3960 
TGGATGGGAA GAAGTACCCC AGTTCGGAGG ATGGCATCCA GGTGGTGGTQ ATTGACGGGA 4020 
ACCAAGGGCG CX3TGGTGAGC CACACGAGCT TCAGGAACTC CATTCTGCAA GGCATACCAT 4080 
GGCAGCTTTT CAACTATGTG GCGACCATCC CTGACAATTC CATAGTGCTT ATGGCATCAA 4140 
AGGGAAGATA CGTCTCCAGA GGCCCATGGA CCAGAGTGCT GGAAAAGCTT GGGGCAGACA 4200 
GGGGTCTCAA GTTGAAAGAG CAAATGGCAT TOGTTGGCTT CAAAGGCAGC TTCCGGCCCA 4260 
TCTGGGTGAC ACTGGACACT GAOQATCACA AAGCCAAAAT CTTCCAAGTT GTGCCCATCC 4320 
CTGTGGTGAA GAAGAAQAAG TTQTGAGGAC AGCTGCCQCC CGOTGCCACC TCGTGGTAGA 4380 
CTATGACGGT GACTCTTGGC AGCAGACCAQ TGGGGQATGG CTGGGTCCCC CAGCCCCTGC 4440 
CAGCAGCTGC CTGGGAAGGC CGTGTTTCAG CCCTGATGGG CCAAGGGAAG GCTATCAGAG 4500 
ACCCTGGTOC TGCCACCTGC CCCTACTCAA GTGTCTACCT GGAGCCCCTG GGGCGGTGCT 4560 
OGCCAATOCT GGAAACATTC ACTTTCCTGC AGCCTCTTGG GTGCTTCTCT CCTATCTGTG 4620 
CCTCTTCAGT GGGGGTTTGQ GGACCATATC AGGAGACCTG GGTTGTGCTQ ACAGCAAAGA 4680 
TCCACTTTGG CAGGAGCCCT GACCCAGCTA GGAGGTAGTC TGGAGGGCTG GTCATTCACA 4740 
GATCCCCATG GTCTTCAGCA GACAAGTGAG GGTGGTAAAT GTAGGAGAAA GAGCCTTGGC 4800 
CTTAAGGAAA TCTTTACTCC TGTAAGCAAG AGCCAACCTC ACAGGATTAG GAGCTGGGGT 4860 
AGAACTOGCT ATCCTTGGGG AAGAGGCAAG CCCTGCCTCT GGCCGTGTCX: ACCTTTCAGG 4920 
AGACTTTGAG TGGCAGGTTT GQACTTGGAC TAGATGACTC TCAAAGGCCC TTTTAGTTCT 4980 
GAGATTCCAG AAATCTGCTG CATTTCACAT GGTACCTGGA ACCCAACAGT TCATGGATAT 5040 
CCACTGATAT CCATGATGCT GGGTGCCCCA GCGCACACGG GATGGAGAGG TGAGAACTAA 5100 
TGCCTAGCTT QAGGGGTCTQ CAGTCCAGTA GGGCAGGCAG TCAGGTCCAT GTGCACTGCA 5160 
ATGCCAGGTG GAGAAATCAC AGAGAGGTAA AATGGAGGCC AGTGCCATTT CAGAGGGGAG 5220 
6CTCAGGAAQ GCTTCTTGCT TACAGOAATG AAOGCTGGGQ GCATTTTGCT GGGGGQAGAT 5280 
GAGGCAGCCT CTGGAATGGC TCAGGGATTC AGCCCTCCCT QCCGCTGCCT GCTGAAGCTG 5340 
GTGACTAOGG GGTCGCCCTT TGCTCACGTC TCTCTGGCCC ACTCATGATG GAGAAGTGTG 5400 
GTCAGAGGGG AQCAATGGGC TTTGCTGCTT ATGAGCACAG AGGAATTCAG TCCCCAGGCA 5460 
GCCCTGCCTC TGACTCCAAQ AGGGTGAAGT CCACAGAAGT GAGCTCCTGC CTTAGGGCCT 5520 
CATTTGCTCT TCATCCAGGG AACTGAGCAC AGGGGGCCTC CAQGAGACCC TAGATOTGCT 5580 
CGTACTCCCT CGGCCTGGGA TTTCAGAGCT GGAAATATAG AAAATATCTA GCCCAAAGCC 5640 
TTCATTTTAA CAGATGGGGA AAGTGAGCCC CCAAGATGGG AAAGAACCAC ACAGCTAAGQ 5700 
GAGGQCCTGG GQAGCCCCAC CCTAGCCCTT GCTGCCACAC CACATTGCCT CAACAACCGG 5760 
CCCCAGAGTG CCCAGGCACT CCTGAGGTAQ CTTCTGGAAA TGGOGACAAG TCCCCTCGAA SB20 
GGAAAGGAAA TGACTAGAGT AGAATGACAG CTAGCAGATC TCTTCCCTCC TGCTCCCAQC 5880 
GCACACAAAC (XGCCCTCCC CTTGGTGTTG GCGGTCCCTG TGGCCTTCAC TTTGTTCACT 5940 
ACCTGTCAGC CCAGCCTGGG TQCACAGTAG CTGCAACTCC CCATTGGTGC TACCTGGCTC 6000 
TCCTGTCTCT GCAGCTCTAC AGGTOAGGCC CAGCAGAGGG AGTAGGGCTC GCCATGTTTC 6060 
TGGTGAGCCA ATTTGGCTGA TCTTGGGTGT CTGAACAGCT ATTGGGTCCA CCCCAOTCCC 6120 
TTTCAOCTGC TGCTTAATGC CCTGCTCTCT CCCTGGCCCA CCTTATAGAG AGCCCAAAGA 6180 
GCTCCTGTAA GAGGQAGAAC TCTATCTGTG GTTTATAATC TTGCACGAGG CACCAGAGTC 6240 
TCCCTGGGTC TTGTGATGAA CTACATTTAT CCCCTTTCCT GCCCCAACCA CAAACTCTTT 6300 
CCTTCAAAGA GGGCCTGCCT GGCTOXTCC ACCCAACTGC ACCCATGAGA CTCGGTCCAA 6360 
GAGTCCATTC CCCAGGTGGG AGCCAACTGT CAGG6AGGTC TTTCCCACCA AACATCTTTC 6420 
AGCTGCTGGG AGGTGACCAT AGGGCTCTGC TTTTAAAGAT ATGGCTGCTT CAAAGGCCAG 6480 
AGTCACAGGA AGGACTTCTT CCAGGGAGAT TAGTGGTGAT GGAGAGGAGA GTTAAAATGA 6540 
CCTCATGTCC TTCTTGTCCA CGGTTTTGTT GAGTTTTCAC TCTTCTAATG CAAGGGTCTC 6600 
ACACTGTGAA OCACTTAGGA TOTGATCACT TTCAGGTGGC CAGGAATGTT GAATGTCTTT 6660 
GGCTCAGTTC ATTTAAAAAA QATATCTATT TGAAAGTTCT CAQAGTTGTA CATATGTTTC 6720 
ACAGTACAGG ATCTGTACAT AAAAGTTTCT TTCCTAAACC ATTCACCAAG AGCCAATATC 6780 
TAGGCATTTT CTTGGTAGCA CAAATTTTCT TATTGCTTAG AAAATTGTCC TCCTTGTTAT 6840 
TTCTGTTTGT AAGACTTAAG TGAGTTAGGT CTTTAAGGAA AQCAAOGCTC CTCTGAAATG 6900 
CTTGTCTTTT TTCTGTTGCC QAAATAGCTG QTCCTTTTTC GGGAGTTAOA TGTATAGAGT 6960 
GTTTGTATGT AAACATTTCT TGTAGGCATC ACCATGAACA AAGATATATT TTCTATTTAT 7020 
TTATTATATG TGCACTTCAA GAAGTCACTQ TCAGAGAAAT AAAGAATTGT CTTAAATX3TC 

Seq ID KOi 95 Protein sequence 
Protein Access ion ftt XP_051860.2 

1 11 21 31 41 51 

I I I I I I 

HGAAGRQDFL FECAMLTISWL TLTCFPGATS TVAAGCPDQS PBIiQPHKPGH DQDHHVMIGQ 60 
GKTLLLTSSA TWSXUISEG GKLVIKDHDE PIVLRTRHIL IBNOGELHAG 9ALCPFQGNF 120 
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TIILYGRADE GIQPDPYYGL KyiGVQKGGA LEIfiGQKKLS HTFLNKTtHP GGMAEGGYPP 180 

ERSWGHRGVI VHVIDPKSGT VIHSDRFDTY RSKKESERLV QYLNAVPDGR ILSVAVNDEG 240 

SRNLDDMARK ANTKLGSKHF LHLQFRHPW8 FLTVRGNPSS SVEDHIBYKG URGSAAARVF 300 

KLFQTEHGEY FNVSLSSGHV QDVEWTEHPD HDKVSQTKGG EKISOLWKAH PGKICNRFIO 360 

5 IQATTMDGVN LSTBWYKKG QDYRFACYDR GRACRSYRVR PLCOKPVRPK LTVTIDINVN 430 

STILtlLEDNV QSWKPGDTLV lASTDYSMYQ AEBFQVLPCR SCAPNQVKVA GKPMYLHIOB 460 

EIDGVDMRAE VGLLSRNIIV KGEMEDKCYP YRNHICKFFD FDTFGGHZEU' ALGFKAAHLB 540 

GTELKHHGQQ LVGQYPIEFH LAGDVDERGG YDPPTYIROL SIHHTPSRCV TVHGSNGLLI 600 

KDWGYNSLG HCFFTEDQPE ERNTFDHCLG LLVKSGTLLP SDEDSKMCKM ITEDSYPGYI 660 

10 PKPRQDCIiAV STFWMANPNN NLINCAAAGS EBTGFWPIFH HVPTGPSVGM YSPGYSEHIP 720 

LGKFYNNRAH SNYRAGMIID NGVKTTEASA KDKRPFLSII SARYSPHQDA DPLKPREPAI 780 

IRHFIAYKNQ DHQAWLRGGD VWLDSC31PAD NGIGLTLASQ QTFPYDDGSK QEIKNSLFVG 840 

ESGNV6TSMM DNRIViaPGGL DHSGRTLPIG QITFPZRGIQL YDGPINIQNC TFRKFVALEG 900 

RHTSALAFRL NNAWQSCPHN NVTGIAFEDV PITSRVFFGE PGPWFNQLDM DGDKTSVFHD 960 

15 VDGSVSBYPG SYLTKNDNWL VRHPDCINVP DWRGAICSGC YAQMYIQAYK TSNLRMKIIK 1020 

NDFPSHPLYL EGALTRSTHY QQYQPWTLQ KGYTIHWDQT APAELAIWLI NFNKGDWIRV 1080 

GLCYPRGTTF SIIiSDVHNRL UCQTSKTGVF VRTIiQKDKVE QSYPGRSHYY WDEDSGLLFL 1140 

KLKAQNEREK FAFCSMKGCE RIKIKALIPK NAGVSDCTAT AYPKFTERAV VDVPMPKKLP 1200 

GSQLKTKDHF LEVKMESSKQ HFPHLWNDPA YIEVDGKKYP SSEDGIQVW IDGNQGRWS 1260 

20 HTSFRNSILQ OIPWQLFNYV ATIPDNSIVL KASKGRYVSR GPWTRVLEKL GADRGLKLKE 1320 
QMAFVGFKGS PRPIWVTLDT EDHKAKIFQV VPIPWKKKK L 

Seq ID NO: 96 DNA sequence 

Nucleic Acid Acceosion ft: NM__020436 and AK001666 
25 Coding sequence: 63-3224 " 

1 11 21 3't 41 51 

I I I I t I 

CAGGAATTTG TGGCGGAGAG GGCAAATAAC TGCGGCTCTC CCGGCGCCCC QATQCTCGCA 60 

CCATGTCGAQ GCGCAAGCAG GCGAAACCCX: AGCACATCAA CTOGGAGGAG GACCAGGGCG 120 

30 AGCAGCAGCC OCAGCAGCAG ACCCCGGAGT TTGCAGATGC GGCCCCAGCG GCGCCCGCX3G 180 

CGGGGQAGCT GGGTGCTCCA QTGAACCACC CAGGGAATGA CaAOGTGGCG AGTGAGGATG 240 

AAGCCACAGT AAAGCGGCTT CGTCGGGAGG AGACGCACGT CTGTGAQAAA TGCTGTQCXW 300 

AGTTCTTCAG CATCTCTGAG TTCCTGGAAC ATAAGAAAAA TTGCACTAAA AATCCACCTG 360 

TCCTCATCAT GAATGACAGC GAGGGGCCTG TGCCTTCAGA AGACTTCTCC GGAGCTGTAC 420 

35 TGAGCCACCA GCCCACCAGT CCCXSGCAGTA AGGACTQTCA CAGGGAGAAT GGCGGCAGCT 480 

CAGAGGACAT GAAGGAGAAG CCGGATGCGG AGTCTGTGGT GTACCTAAAG ACAGAGACAG 540 

CCCTGCCACC CACCCCCCAG GACATAAGCT ATTTAGCCAA AGGCAAAGTG GCCAACACTA 600 

ATGTGACCTT GCAGGCACTA CGGGGCACCA AGGTGGOGGT GAATCAGCGG AGOGCGGATG 660 

CACTCCCTGC CCCCGTGCCT GGTGCCAACA GCATCCCOTG QGTCCTCGAG CAGATCTTGT 720 

40 GTCTGCAGCA GCAGCAGCTA CAGCAGATCC AGCTCACCGA GCAGATCCGC ATCCAOGTGA 780 

ACATGTGGGC CTCCCACGCC CTCCACTCAA GOGGGGCAGG GGCCGACACT CTGAAQACCT 840 

TGGGCAGCCA CATGTCTCAG CAGGTTTCTG CAGCT6TGGC TTTGCTCAGC CAGAAAGCTG 900 

GAAGCCAAGG TCTGTCTCTG GATGCCTTGA AACAAGCCAA GCTACCTCAC GCCAACATCC 960 

CTTCTGCXAC CAGCTCCCTG TCCCCAGGQC TQOCACCCTT CACTCTGAAQ CCGGATGGGA 1020 

45 CCCGGGTGCr CCCGAACGTC ATGTCCCGCC TCOCGAOOQC TTTGCTTCCT CAQGCCCCOG 1080 

GCTCGGTGCT CTTCCAGAGC CCTTTCTCCA CTGTGGCXSCT AGACACATCC AAGAAAGGGA 1140 

AGGGGAAGCC ACCGAACATC TCCGCX^GTGG ATGTCAAACC CAAAGACGAG GCGGCCCTCT 1200 

ACAAGCACAA GTGTAAGTAC TGTAGCAAGG TTTTTGGGAC TGATAGCTCC TTGCAGATGC ,1260 

ACCTCCGCTC CCACACTGGA GAGAGACCCT TCGTGTGCTC TGTCTGTGGT CATCGCTTCA 1320 

50 CCACCAAGGG CAACCTCAAG GTGCACTTTC ACCGACATCC CCAGGTGAAG GCAAACCCCC 1380 

AGCTGTTTGC CGAGTTCCAG GACAAAGTGG CGOCCGGCAA TGGCATCCCC TATGCACTCT 1440 

CTGTACCTGA CCCCATAGAT GAACCGAGTC TTTCTTTAGA CAGCAAACCT GTCCTTQTAA 1500 

CCACCTCTGT AGGGCTACCT CAGAATCTTT CTTCGGGGAC TAATCCCAAG GACCTCAOGG 1560 

GTGGCTCCTT GOCCGOTGAC CTGCAGCCTG GGCCTTCTCC AGAAAGTGAQ GGTGGACCCA 1620 

55 CACTCCCTGG GGTGGGACCA AACTATAATT CCCCAAOQGC TOGTGGCTTC CAAQOGAGTG 1680 

GGACCCCTGA GCCAGGGTCA GAGACCCTGA AATTGCAGCA GTTGGTGGAG AACATTGACA 1740 

AGGCCACCAC TGATCCCAAC QAATGTCTCA TTTGCCACCG AGTCTTAAGC 'PGTCAGAGCT 1800 

CCCTCAAGAT GCATTATCGC ACCCACACCG GGGAGAGACC GTTCCAGTGT AAGATCTGTG 1860 

GCCGAGCCTT TTCTACCAAA GGTAACCTGA AGACACACCT TGGGOTTCAC CGAACCAACA 1920 

60 CATCCATTAA GACGCAGCAT TCGTGCCCCA TCTGCCAGAA GAAGTTCACT AATGCCGTGA 1980 

TGCTGCAGCA ACATATTCGG ATGCACATGG GCGGTCAGAT TCCCAACACG CCCCTGCCAG 2040 

AflAATCCCTG TGACTTTACG GGTTCTGAGC CAATGACCOT GGGTGAGAAC GGCAGCACCG 2100 

GCGCTATCTG CCATQATGAT QTCATCGAAA GCATCGATOT AGAGGAAGTC AGCTCCCAGG 2160 

AGGCTCCCAQ CAGCTCCTCC AAGGTCCCCA OGCCTCTTCC CAGCATCCAC TCGGCATCAC 2220 

65 CCACGCTAGG GTTTGCCATG ATCGCTTCCT TAGATGCCCC AGGGAAAGTG GGTCCTGCCC. 2280 

CTTTTAACCT GCAGCGCCAG GGCAGCAGAG AAAAOGGTTC OGTGGAOAGC GATGQCTTGA 2340 

CCAACQACTC ATCCTCGCTG ATGGGAGACC AGGAGTATCA GAGCCGAAGC CCAGATATCC 2400 

TGGAAACCAC ATCCTTCCAG GCACTCTCCC CGGCCAATAQ TCAAGCCGAA AGCATCAAGT 2460 

CAAAGTCTCC CGATGCTGGG AGCAAAGCAG AGAGCTCOGA GAACAGCCGC ACTGAGATGG 2520 

70 AAGGTCGGAG CAGTCTCCCT TCCACGTTTA TCOGAGCCCC GCCGACCTAT GTCAAGGTTG 2580 

AAGTTCCTGG CACATTTCTG GGACCCTCGA CATTGTClCCC AGGGATGACC CCTTTGTTAG 2640 

CAOCCCAGCC ACGCCGACAG GCCAAQCAAC ATGGCTGCAC ACGGTGTGGG AAGAACTTCT 2700 

CGTCTGCTAG CGCTCTTCAG ATCCAOGAGC GGACTCACAC TGOAQAGAAa CCTTTTGTGT 2760 

GCAACATTTG TGGGCGAGCT TTTACCACCA AAGGCAACTT AAAGGTTCAC TACATGACAC 2820 

75 ACGGGGCGAA CAATAACTCA GCCCGCCGTG GAAGGAAGTT GGCCATCGAG AACACCATGG 2880 

CTCTGTTAGG TACGGACGGA AAAAQAQTCT CAGAAATCTT TCCCAAGGAA ATCCTGGCCC 2940 

CTTCAGTGAA TGTGGACCCT GTTQTOTOGA ACCAGTACAC CAGCATGCTC AATGGCGGTC 3000 

TGGCCGTGAA GACCAATGAG ATCTCTQTGA TCCAGAQTGG OQQQOTTCCT ACCCTCCCGG 3060 

TTTCCTTGGG GGCCACCTCC GTTGTGAATA AOGCCACTGT CTCCAAGATG GATGGCTCCC 3120 

80 AGTOGGGTAT CAGTGCAGAT GTGGAAAAAC CAAGTGCTAC TGACGGCGTT CCCAAACACC 3180 

AGTTTCCTCA CTTCCTGGAA GAAAACAAGA TTGOGOTCAG CTAAGGGAGA ACTTGCGTGO 3240 

AAOGAGCAAT GCAGACACAG TOAAATCTCT AGAATCTGCT TTGTTTTGTA AGAACTCATC 3300 

TCCTCCTGTT TTCTTTTTCT TACTGATATG CAAATGATGT TTACTAOGTT GGTTGTGACC 3360 
_ _ ACAACCTCAG GCAAGTGCTA CAATCAOGAT TGTTGCTATG CTGCTTTGCA AAAAGTTG 
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Seq ID NO: 97 Protein sequence: 
Protein Accession ft: NP 065169-1 

1 11 21 31 41 51 

.1 I I I I I 

^ KSRRKQAKPQ HINSEEOQGB QQFQQQTPEP ADAAPAAPAA GELGAPVNHP GNDEVASBDE 60 

ATVKRLRREE THVCEKCCAE FFSISEFLEH KKNCTKNPPV LIMMDSEOPV PSEOFSGAVL 130 

SKQPTSPGSK DCHRENGGSS EDMKBKPDAE SWYLRTETA LPPTPQDISY LAXGKVAMTN 180 

VTLQALRGTK VAVNQRSADA LPAPVPGAKS IPWVLEQILC LQQQQIiQQIQ LTBQIRIQVN 240 

MWASHAIiHSS QAGADTLKTL QSHMSQQVSA AVALLSQKAG SQOLSIiDALK QAKIiPHANIP 300 

10 SATSSLSPGL APPTLKPDGT RVLPNVMSRL PSALLPQAPG SVLFQSPFST VALDTSKKGK 360 

GKPPNISAVD VKPKDEAALY KHKCKYCSKV FGTDSSLQIH LRSHTGERPF VCSVCGHRFT 420 

TKGNLKVHPH RHPQVKANPQ LFAEFQDKVA AGNGIPYALS VPDPIDEPSL SLDSKPVLVT 480 

TSVGLPQNLS SGTNPKDLTG GSLPQDWPG PSPESEGQPT LPGVGPNVNS PRAGGPQGSG 540 

TPEPGSBTLK LQQLVENIDK ATTDPNBCLI CHRVLSOQSS LKMHYRTHTG ERPFQCKICG 600 

15 RAFSTKGNLK THLCVHRTNT SIKTQHSCPI OQKKFTWAVM LQQHIRMHMG GQIPNTPW>E 660 

NPCDFTGSEP MTVGENGSTG AICHDDVIES IDVEEVSSQE APSSSSKVPT PLPSIHSASP 720 

TLGFAMMASL OAPGKVGPAP FNIiQRQGSRE NGSVESOGLT KDSSSLMGDQ EYQSRSPDIL 780 

ETT9PQALSP AKSQAESIKS KSPDAGSKAB SSENSRTEME GRSSLPSTFI RAPPTYVKVE 840 

VPGTFVQPST LSPGMTPLIiA AQPRRQAKQH GCTRCGKHFS SASAW3IHER THTGEKPFVC 900 

20 NICGRAPTTK GNLKVHYMTH GANNNSARRG RKIAIENTMA LUyTDGKRVS EIFPKEILAP 960 

SVNVDPWWN QYTSMLNGGL AVKTNEISVI QSGGVPTLPV SWSATSWNN ATVSlOflDGSQ 1020 
SGISADVBKP SATDGVPKHQ PPHPLEEMKI AVS 

Seq ID NO: 98 DNA sequence 
25 Nucleic Acid Accession Ut NM_000612.2 
Coding sequence: 553.. 1095 ~ 

1 11 21 31 41 51 

I I I I I I 

TTCTCCCGCA ACCTTCCCTT CGCTCCCTCX: CGTCCCCCCC AQCTCCTAGC CTCCQACTCC 60 

30 CTCCCCCCCT CACGCCCGCC CTCTCGCCTT CGCXGAACCA AAGTGGATTA ATTACACXSCT 120 

TTCTGTTTCT CTCCGTCCTG TTCTCTCCOG CTGTGOGCCT GCCCGCCTCT CGCTGTCCTC 180 

TCTCCCCCTC GCCCrCTCTT OGGCCCCCCC CTTTCACGTr CACTCTGTCT CTCCCACTAT 240 

CTCTGCCCCC CTCTATCCTT GATACAACAG CTGACCTCAT TTCCCGATAC CTTTTCCCCC 300 

CCGAAAAGTA CAACATCTGG CCCGCCCCAG CCCGAAGACA GCCCQTCCTC CCTGGACAAT 360 

35 CAGACGAATT CTCCCCCCCC CCCCAAAAAA AAAAGCCATC CCCCCGCTCT GCCCXX3TCX3C 420 

ACATTCGGCC CCCGCGACTC GGCCAGAGCG GCGCTGGCAG AGGAGTGTCC GGCAGGAGGG 480 

CCAACQCCCG CTGrrCGOTT TGCGACACGC AGCAGGGAGG TGGGCGGCAG CGTCGCC3GGC 540 

TTCCAGACAC CAATGGQAAT CCCAATGGGG AAGTCQATGC TGGTGCTTCT CACCTTCTTG 600 

GCCTTOGCCT OGTGCTGCAT TGCTGCTTAC CGCCCCAGTG AGACCCTGTG CXK3C0GGGAG 660 

40 CTGGTGGACA CCCTCCAGTT CGTCTGTGGG GACXZGCGGCT TCTACTTCAQ CAGGCCOGCA 720 

AGCCGTGTGA GCCOTCGCAG CCGTGGCATC GTTGAGGAGT GCTGTTTCCX3 CAGCTGTGAC 780 

CTGGCCCTCC TGGAGACOTA CTGTGCTACC CCCGCCAAGT CCGAOAGGGA CGTGTCGACC 840 

CCTCCGACCG TGCTTCCGGA CAACTTCCCC AGATACCCCG TGGQCAAQTT CTTCCAATAT 900 

GACACCTGGA AGCAGTCCAC CCAGCGCCTG CGCAGGGGCC TGCCTGCXXTT CCTGCGTGCC 960 

45 CGCCGGGGTC ACGTGCTCGC CAAGGAGCTC GAGGCGTTCA GGGAGGCCAA ACGTCACCGT 1020 

CCCCTQATTQ CTCTACCCAC CCAAGACCCC GCCCACGGGG GCGCCCCCCC AGAGATQGCC 1080 

AGCAATCGGA AGTGAGCAAA ACTGCCX3CAA GTCTGCAGCC CQGCGCCACC ATCCTGCAGC 1140 

CTCCTCCTGA CCAOGGACGT TTCCATCAGG TTCCATCCXX3 AAAATCTCTC GGTTCCACX3T 1200 

CCCCCTGGGG CTTCTCCTGA CCCAGTCCCC GTGCCCCGCC TCCCCGAAAC AGGCTACTCT 1260 

50 CCTCGGCCCC CTCCATCGGG CTGAQGAAGC ACAGCAGCAT CTTCAAACAT GTACAAAATC 1320 
QATTGGCTTT AAACACCCTT CACATACCCT CCCCCC 



55 
60 



Seq ID NO: 99 Protein sequence 
Protein Accession NP_000603.1 

1 11 21 31 41 51 

I I I i I I 

MGIPMGKSML VLLTFLAPAS CCIAAYRPSE TLCGGEIjVDT LQPVCGDRGP YPSRPASRVS 60 
RRSRGIVEEC CFRSCDLALL ETYCATPAKS ERDVSTPPTV LPDNPPRYPV GKFFQYDTWK 120 
QSTQRLRRGL PALLRARRGH VLAKELEAFR EAKRHRPHA LPTQDPAHGG APPEMASNRK 



Seq ID NOi 100 DNA sequence 

Nilcleic Acid Accession «t NM_004217.1 

Coding sequence! 58.. 10 92 

1 11 21 31 41 51 

65 I I I I I 1 

GGCCGQQAGA GTAGCAGTQC CTTGGACCCC AGCTCTCCTC CCCCTTTCTC TCTAAGGATG 60 

GCCCAGAAGG AGAACTCCTA CCCCTGGCCC TACBQCCGAC AGACGGCTCC ATCTGGCCTG 120 

AGCACCCTGC CCCAGCGAGT CCTCCGGAAA GAGCCTGTCA CCCCATCTGC ACTTGTCCTC 180 

ATGAGCCGCT CCAATGTCCA GCCCACAGCT GCCCCTGGCC AGAAGGTGAT GGAGAATAGC 240 

70 AGTGGGACAC CCGACATCTT AACGCGGCAC TTCACAATTG ATGACTTTQA GATTGGGCGT 300 

CCTCTGGGCA AAGGCAAGTT TGGAAACGTQ TACTTGGCTC GGGAGAAGAA AAGCCATTTC 360 

ATCGTGGCGC TCAAOGTCCT CTTCAAGTCC CAGATAGAQA AGGAGGGCGT GGAGCATCAG 420 

CTGCGCAGAG AGAttXAAAT CCAGGCCCAC CTGCACCATC CCAACATCCT OOOTCTCTAC 480 

AACTATTTTT ATGACCGGAG GAGQATCTAC TTGATTCTAG AGTATGCCCC CCGCGGGGAG 540 

75 CTCTACAAGG AGCTGCAGAA GAGCTGCACA TTTGAOGAGC AGCGAACAGC CACGATCATG 600 

GAG6AGTTGG CAGATGCTCT AATOTACTGC CATGGGAAGA AGQTOATTCA CAGAGACATA 660 

AAGCCAGAAA ATCTGCTCTT AGGGCTCAAG GGAGAGCTGA AGATTGCTGA CTTCGGCTGG 720 

TCTGTGCATG CGCCCTCCCT GAGGAGGAAG ACAATGTGTG GCACCCTGGA CTACCTGCCC 780 

CCAGAGATGA rTGAOGGGCG CATQCACAAT QAGAAGGTOG ATCTQTGGTG CATTGGAGTQ 840 

80 CTTTGCTATG AGCTGCTGGT GGGGAACXXA CCCTTTGAGA GTGCATCACA CAACQAGACC 900 

TATCGCCGCA TOGTCAAGGT GGACCTAAAG TTCCCOGCTT CTGTGCCCAC GGGAOCCCAO 960 

GACCTCATCT CCAAACTGCT CAGGCATAAC CCCTCGGAAC GGCTGCCCCT GGCCCAGGTC 1020 

TCAGCCCACC CTTGOOTCCG GGCCAACTCT CGGAGGGTGC TGCCTCCCTC TGCCCTTCAA 1080 

TCTGTCGCCT GATOGTOCCT GTCATTCACT CGGCTGOOTG TGTTTOTATO TCTGTGTATG 1140 

85 TATAGGGGAA AGAAGGGATC CCTAACTGTT CCCTTATCTG TTTTCTACCT CCTCCTTTGT 1200 
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TTAATAAAGG CTGAAGCTTT TTGT 

Seq ID NO: 101 Protein sequence 
protein Accession Ui NP 004308 

1 11 21 31 

I I I I 

MAQKEMSYPW PYGRQTAPSG LSTLPQRVLR KEPVTPSALV 

SSGTPDILTR HFTIDDFEIO RPU3KGKFGN VYIAREKKSH 

QLRREIEIQA HLHHPNILRL YNYPYDRRRI YLILEYAPRG 

MEBLADALMY CHGKKVIHRD IKPEHLLliGL KGEUCXADPG 

PPEMIEGRMH KEKVDLWCIG VLCYELLVGN PPFESASHME 

QDLISKLLRH NPSERLPLAQ VSAHPWVRAN SRItVLPPSAL 



41 51 

I I 
U1SRSHVQPT AAPGQKVHEM 
PrVALKVLPK SQIEiCECVEH 
ELYKELQKSC TPDEQRTATI 
HSVHAPSLRR KTMOGTLDYL 
TYRRIVKVDL KPPASVPTGA 
QSVA 



Seq ID NO: 102 DNA sequence 
Nucleic Acid Accession Ut AK02S790 
Coding sequence: 56.. 1642 
1' 11 21 31 

III! 
AGTATCCXyVG GAGGAGCAAQ TGGCAOGTCT TCGGACCTAG 
GCAAGGGATC CTTTCTCCGC CAGCGGGCTT GCTGTCCX3AT 
CATGTTTGAG TCCACAGCTG CAGATTTGGG GTCTGTGGTA 
CTGCTCTGTC GTCTCTACCT CCCTAGAGOA CAAGCAGCAG 
GGAGAAGGTG AAAQTATACT TGAGGGTTAG GCCCTTGTTA 
GGAAGATCAG GGTTGTGTCC GTATTGAGAA TGTGGAQACC 
GGACTCTTTT GCCCTGAAGA GCAATGAACG GGGAATTGGC 
CTTTTCCCAG ATCTTTGGGC CAGAAGTGGG aCaGGCATCC 
GGAGATGGTA AAGOATGTAC TCAAAGGGCA QAACTGGCTC 
TAACTCAGOG AAAACCCACA CGATTCAAGG TACCATCAAG 
GTCXXrrGGCG CTGATCTTCA ATAGCXTTCXA AGGCXAACTT 
GCCCTTGCTC TCCAATGAGG TAATCTGGCT AGACAGCAAG 
GAA6AAGCTQ TCCCTGCTAA ATGGAGGCCT CCAAGAGGAG 
QAGGAGTQTC TACATOSAAA QTCQGATAGG TACCAGCACC 
TGGGCTCTCT TCTATCAGTC AOTOTACCAG CAGTAGCCAG 
ATGGGCACAG CCAGACACTG CCCCACTACC TGTCCCGGCA 
GATCTCATTC TTTGAGATCT ACAACGAACT GCTTTATGAC 
ACAGCX^CAAG AGGCAGACTT TQCGGCTATG CX3AGGATCAA 
AGATCTCAAC TOGATTCATG TQCAAGATGC TGAGGAQQCC 
TCGTAAGAAC CAGAGCTTTG CCAGCACCCA CCTCAACCAG 
CATCTTCTCA ATCAGGATCC TACACCTTCA GGGGGAAGGA 
CGAGCTGTCA CTCTGTGATC TGGCTGGCTC AGAGCX3CTGC 
ACGGTTGAAG GAAGCAGGAA ACATTAACAC CTCTCTACAC 
TGCCCTTCQT CAAAACCAGC AGAACCGGTC AAAGCAGAAC 
CAAGTTGACT CGAGTGTTCC AAGGTTTCTT CACAGGCCGA 
CAATGTGAAT CCCTGTGCAT CTACCTATGA TGAAACTCTT 
CATTGCTAGC CAGGTGACTT GTGCATGCCC CACCTATGCA 
ACTCGTTCAT CAAGGAACAT AGTCTTCAGG TATCCCCCAG 
CAGACACAGG CCTTGATGAT GATATTGAAA ATGAAGCTQA 
AGGAGCTCCT ACAAGTTGTG GAAGCCATGA AQACACTX3CT 
AGCTACAGCT GGAGATGCAT CTCCGAGATG AAATTTGCAA 
AACAGCGGGA ACAGTGQTGC AGTGAACATT TGGACACCCA 
TGTATGAAQA AAAACTAAAT ATCCTCAAGG AGTCACTGAC 
TTCAGGAGCG GGATGAAAAG ATTGAAGAGC TAGAAGCTCT 
AGTCAGTGGC CCATCAGCAA TCAGGGTCTG AATTGGCCCT 
CAGCTTCTGC CTCCACCCAG CAGCTTCAGG AGGTTAAAGC 
CAGAGCTAAA CTCTACCACT GAAGAGTTQC ATAAGTATCA 
CCTCAGCCAA GCCCTTCACC ATTGATGTGO ACAAGAAGTT 
TAAGGCTGTT GCGGACAGAG CTTCAGAAAC TTGGTGAGTC 
CTTGTTGCCA CAGCACTGGG GCAGGAAAAC TTCGTCAAGC 
TCTTAATCAA ACAGGACCAG ACTCTGGCTG AACTGCAGAA 
TGGACCTTOG OAAQAACSGCA GCATGTATTG CTGAGCAGTA 
AAGGCCAGGT TTCTGCCAAA AAGCGCCTTG GTACCAACCA 
AACAACCACC AGGGAAGAAA CCATTCCTTC GAAATTTACT 
AAAGCTCAAC AGACTGCAGC CCTTATGCCC GGATCCTAOS 
TCAAATCTGG GCCTTTTGGC AAAAAGTACT AAGGCTGTGG 
GGCCCTGAGG TGGGTCAGCT ACTCTCCTGA AGAAATAGOT 
TATCAGGAAT TATATCCAGG ATGCAATACT CAGACACTAG 
TATAACCACC TATGTAATCT CATGTTGTTG TTTTTTTTTA 
GCACACAAAA ACAGTTATAT TAAAGATATT ATTGTTCACA 
GTAGCAAAAT CATTAAAACA AATTATAAAA GGGACAQAAA 



GGCCGTTCCT 
CATGTGGCCA 
ACTGGGATTC 
CTTAGAGAAA 
CATCTCCATG 
TTTGAAGGAA 
TGAGATGGTA 
AAAGGAACTA 
AAGTTTTTAC 
CTTGCAGGAA 
ACX3GCGGTCA 
TAAATTACAG 
GAAAATGTTA 
AGAAGAGGGC 
TCTCCAATCA 
CTTGACCACT 
CAACATGGTX3 
TCATACTGTG 
GGAAAATCAG 
TCCCOGAACA 
CTCACGGOGT 
GGAAAGAGAA 
CTCTTTTATQ 
CTTTTTTCTC 
TTTACTTATA 
TTTTTTATTG 
AA 
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CCGTCATGTC 
TAOTTTCTCC 
TGCTATCAGA 
AGGACAGTAT 
TGGAAOGACA 
AAGCACCCAA 
ACAGGTTCAC 
TAACTGTGAA 
ATGGAGTCAC 
TTCTCCCCCO 
CTGATCTGAA 
AGGAGGAAAT 
CTTCCTTGAA 
GTGGCATTGC 
CAAGTCATCG 
TCTCCATCTG 
CGCCTAGCCA 
CCTATGTGAA 
TAAAAGTGGG 
GCAGTCACAG 
CCAAGATCAG 
AGAGTGGTGA 
GCTGTATTGC 
TCCQTQACAG 
GCATGATTGT 
AGTTCTCAGC 
CCATCCCTGC 
GGGGCTAAGG 
TATGGCAAAG 
CGACAGGAAA 
GAACAGATGC 
TTGGAGGAAA 
CAAGAAGAGA 
GCCAGACAAC 
CAAAGGTTGG 
CAGTGCAAAG 
GAACCACCAC 
CAGAAOAATA 
GCAGAGAGAG 
TGTGATGACA 
CTAG7GAAAC 
TTGAAACTCC 
CAACCAAAGC 
CCAACCTGCC 
TCCCCTTTAC 
GAGCAGTCAT 
CTTTACCATA 
ACTTTTGTAT 
TGATTTCTAT 
AATTCCAAAT 



Seq ID NO: 103 Protein sequence 

Protein Accession tf: NP 005724.1 

1 11 21 31 

I I I I 

MSQGILSPPA GLLSDDDVW SPMFESTAAD LGSWRKNLL 
SMEKVKVYLR VRPLLPSELE RQEDQGCVRI ENVETLVLQA 
PTFSQIFGPB VGOASFPNLT VKEMVKDVLK GQNWLIYTYG 
PRSLALIFNS LQGQLHPTPO LKPLLSNCVI WLDSKQIRQE 
LKRSVYIESR IGTSTSFDSG lAGLSSISQC TSSSQLDETS 
IWISFFEIYN ELLYDLLEPP SQQRXRQTLR LCEDQNGNPY 
VGRKNQSPAS THLNQNSSRS HSIFSIRILH LQGEGDIVPK 
GERLKEAGNI NTSLHTLGRC lAALRQNQQN RSKQNLVPPR 
IVNVNPCAST YDETiaCVAKP SAIASQVTCA CPTYATCIPI 

Seq ID NO: 104 DNA sequence 



41 

i 

SDCSWSTSL 
PKDSFALKSN 
VTNSGKTHTI 
EMKKLSLLNG 
HRWAQPDTAP 
VKDUIWIHVQ 
ISELSLCDLA 
DSKLTRVFQG 
PALVHQGT 



60 
120 

leo 

240 
300 



51 
I 

EDKQQVPSED 
ERGIGQATHR 
QGTIKDGGIL 
GLQEEELSTS 
LPVPANIRPS 
DAEEAWKLLK 
GSERCKDQKS 
PFTGRGRSCM 



60 
120 
180 
240 
300 
360 
420 
4S0 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1600 
1740 
1800 
1660 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2860 
2940 
3000 



60 
120 
180 
240 
300 
360 
420 
480 
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Nucleic Acid Accession ft: NM_0069S2.l 
Coding sequence: 11..793 

1 11 21 31 41 SI 

.1 II I II 

J AATCCOGACA ATGGOGAAAG ACAACTCAAC TGTTOGTTGC TTCCAGGGCC TOCTOATTTT 60 

T0C5AAATGTG ATTArTGGTT GTTGCQGCAT TGCCXTTQACT GCGGAGTGCA TCTTCTTTGT 120 

ATCTQACCAA CACAGCCTCT ACCCACTGCT TGAAGCCACC GACAACGATG ACATCTATGG 180 

GGCTGCCTGG ATCGGCATAT TTOTGGGCAT CTQCCTCTrC TGCCTOTCTG TTCTAGGCAT 240 

TC5TAGQCATC ATGAAGTCCA aCAOGAAAAT TCTTCTGQCQ TATTTCATTC TGATGTTTAT 300 

10 AGTATATGCC TTTGAAGTGG CATCTTGTAT CACAGCAGCA ACACAAOGAQ ACTTTTTCAC 360 

ACCCAACCTC TTCCTGAAGC AGATGCTACA GAGGTACCAA AACAACAGCC CTCCAAACAA 420 

T6ATGACCAG TGGAAAAACA ATGGAGTCAC CAAAACCTGG GACAGGCTCA TGCTCCAGGA 480 

CAATTQCTGT GGCGTAAATG GTCCATCAGA CTGGCAAAAA TACACATCTG CCTTCCGGAC 540 

TGAGAATAAT GATGCTGACT ATCCCTGGCC TOGTCAATGC TGTGTTATGA ACAATCTTAA 600 

15 AGAACCTCTC AACCTGGAGG CTTGTAAACT AGGCGT6CCT GGTTTTTATC ACAATCAOGQ 660 

CTGCTATGAA CTGATCTCTG GTCCAATGAA CCGACACX3CC TGGGGGGTTG CCTOGTTTGG 720 

ATTTGCCATT CTCTGCTGGA CTTTTTGGGT TCTCCTGGGT AOCATGTTCT ACTGGAGCAG 780 
AATTOAATAT TAAGAA 

20 Seq ID NO; 105 Protein sequence 
Protein Accession NP_008883.1 

1 IX 21 31 41 51 

I I I 1 I I 

MAKDNSTVRC FQGLLIFGNV IIGCOGIALT AECIFFVSDQ HSLYPLLEAT DNDDIYGAAW 60 

25 IGIPVGICLP CLSVLGIVGI MKSSRKILLA YPILMFIVYA PEVASCITAA TQRDPPTPNL 120 

PLKQMLERYO NNSPPNNDDQ WKNNGVTKTW DRLMLQDNCC GVNGPSDWQK YTSAFRTENN 180 

DADYFHPRQC CVMNNLtCEPL NLEACKLGVP GFYHNQGCYE LISGPMNRHA HGVAW7GFAI 240 
LCWTFWVLLG TMPYWSRIEY 

30 Seq 10 NO: 106 DNA sequence 

Nucleic Acid Accession #: NM_002740.1 
Coding sequence! 178.. 1968 

1 11 21 31 41 51 

I I I 1 1 I 

3 J CCGCGGTTCC GGCTGCTCCG GCGAGGCGAC CCTTGGGTCG GOGCTGCGGG CGAGGTGGGC 60 

AQGTAGGTGO GCGGACGGCC GCGGTTCTCC GGCAAGCGCA GGCGGCGGAG TCCCCCACGG 120 

CGCCCGAAGC GCCCCCCGCA CCCCCGGCCT CCAGCGTTGA GGCGGGGQAQ TGAGGAQATG ISO 

CCGACCCAGA GGGACAGCAG CACCATGTCC CACACGGTOQ CAGGCGGOGG CAGCGGQOAC 240 

CATTCCCACC AGGTCCGGGT GAAAGCCTAC TACCGCGGGG ATATCATGAT AACACATTTT 300 

40 GAACCTTCCA TCTCCTTTGA GGGCCTTTGC AATGAGGTTC GAQACATGTG TTCTTTTGAC 360 

AACGAACAQC TCTTCACCAT GAAATGGATA GATGAGGAAG GAGACCCGTG TACAGTATCA 420 

TCTCAGTTGQ AGTTAGAAGA AQCCTTTAGA CTTTATGAGC TAAACAAGGA TTCTGAACTC 480 

TTGATTCATG TGTTCCCTTG TGTACCAGAA CGTCCTGGQA TGCCTTGTCC AGGAGAAGAT 540 

AAATCCATCT ACCGTAGAGG TGCACGCCGC TGGAGAAAGC TTTATTGTGC CAATGGCCAC 600 

45 ACTTTCCAAG CCAAGCGTTT CAACAGGCGT GCTCACTGTG CCATCTGCAC AGACOGAATA 660 

TQGGGACTTG GACQCCAAGG ATATAAGTGC ATCAACTGCA AACTCTTOaT TCATAAQAAG 720 

TGCCATAAAC TCGTCACAAT TGAATGTGGG CGGCATTCTT TGCCACAGQA ACCAGTQATQ 780 

CCCATGGATC AGTCATCCAT GCATTCTGAC CATGCACAGA CAGTAATTOC ATATAATCCT 840 

TCAAGTCATG AGAGTTTGGA TCAAGTTGGT GAAGAAAAAG AGGCAATGAA CACCAGGGAA 900 

50 AGTCGCAAAG CTTCATCCAG TCTAGGTCTT CAGGATTTTG ATTTGCTCCG GGTAATAGGA 960 

AGAGGAAQTT ATGCCAAAGT ACTGTTGGTT CGATTAAAAA AAACAGATCG TATTTATGCA 1020 

ATGAAAGTTG TGAAAAAAGA GCTTGTTAAT 6ATQATGAGG ATATTGATTG QQTACAGACA 1080 

GAGAAGCATG TGTTTGAGCA GGCATCCAAT CATCCTTTCC TTGTTGGGCT GCATTCTTGC 1140 

TTTCAQACAG AAAGCAGATT GTTCTTTGTT ATAGAGTATQ TAAATGGAGG AGACCTAATG 1200 

55 TTTCATATGC AGCGACAAAG AAAACTTCCT GAAGAACATG CCAGATTTTA CTCTGCAGAA 1260 

ATCAGTCTAG CATTAAATTA TCTTCATGAG CX3AGGGATAA TTTATAGAGA TTTGAAACTG 1320 

GACAATGTAT TACTGGACTC TGAAGGCCAC ATTAAACTCA CTQACTACGG CATGTX3TAAG 1380 

GAAGGATTAC GGCCAGGAGA TACAACCAQC ACTTTCTGTG QTACTCCTAA TTACATTOCT 1440 

CCTGAAATTT TAAGAGGAGA AGATTATGGT TTCAGTGTTG ACTGGTGGGC TCTTGGAGTG 1500 

60 CrCATGTTTG AGATQATGGC AGQAAGGTCT CCATTTGATA TTGTTGGGAG CTCOGATAAC 1560 

CCTGACCAGA ACACAGAGGA TTATCTCTTC CAAOTTATTT TGGAAAAACA AATTCGCATA 1620 

CCACGTTCTC TGTCTGTAAA AGCTGCAAGT GTTCTGAAGA GTTTTCTTAA TAAGGACCCT 1680 

AAGGAACGAT TGGGTTGTCA TCCTCAAACA GGATTTGCTG ATATTCAGGG ACACCCGTTC 1740 

^ XTCCGAAATG TTGATTQGGA TAT6ATGGAG CAAAAACAGG TGGTACCTCC CTTTAAACCA 1800 

65 AATATTTCTG GGGAATTTGQ TTTGGACAAC TTTGATTCTC AGTTTACTAA TGAACCTGTC 1860 

CAGCTCACTC CAGATGACGA TGACATTOTG AGGAAQATTG ATCAGTCTGA ATTTGAAGGT 1920 

TTTGAGTATA TCAATCCTCT TTTGATGTCT GCAGAAGAAT GTGTCTGATC CTCATTTTTC 1980 

AACCATGTAT TCTACTCATG TTGCCATTTA ATGCATGGAT AAACTTGCTG CAAGCCTGGA 2040 

TACAATTAAC CATTTTATAT TTGCCACCTA CAAAAAAACA CCCAATATCT TCTCTTGTAG 2100 

70 ACTATATGAA TCAATTATTA CATCTGTTTT ACTATGAAAA AAAAATTAAT ACTACTAGCT 2160 

TCCAGACAAT CATGTCAAAA TTTAGTTGAA CTGGTTTTTC AGTTTTTAAA AOGCCTACAG 2220 
ATGAGTAATQ AAGTTACCTT TTTTGTTTAA AAAAAAAAAA G 



Seq 10 NO: 107 Protein seq[uence 
Protein Accession #t NP_002731.1 

1 11 21 31 41 SI 

I I I 1 I I 

MSHTVAQGGS GDHSHQVRVK AVYRGDIMIT HFEPSrSFEJG «3fEVRDMCS FDNBQLFTMK 60 

WIDEEGDPCT VSSQLELEEA PRLYELNKDS ELLIHVFPCV PERPGMPCPG EDKSIYRRGA 120 

RRMRKLYCAN GHTFQAKRFN RRAHCAICTD RIWGLGRQGY KCINCKLLVH KKCHKLVTIE 180 

CGRHSLPQEP VMPMDQSSMH SDHAQTVIPY NPSSHESLDQ VGEEKEAMNT RESGKASSSL 240 

GLQDFDLLRV IGRGSYAKVL LVRLKKTDRl YAMKWKKEL VNDDEDIDWV QTEKHVFBQA 300 

SNHPFLVQLH SCFQTESRLP FVIEYVNGGD LMFHMQRQRK LPBEHARFYS AEISIJU*MYL 360 

HERQIIYRDL lOiDNVLLDSE GHIKLTDYGM CKEGLRPODT TSTFOGTPNY lAPElLRQED 420 

85 YGPSVDWWAL GVLKFEMMAO RSPBDIVGSS DNPDQNTEDY LFQVILEKQI RIPRSLSVKA 480 
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ASVLKSFLNK DPKERLGCHP QTGPADIQGH PFFRNVDWDM MKJKQWPPF KPNISGEPGL 540 
DNFDSQPTNE PVQLTPDDDD IVRKIDQSEP EGFBYINPLIj MSAEECV 

Seq ID NOt 108 DKA sequence 
5 Nucleic Acid Accession $t NM_000349.i 
Coding sequence: 127.. 984 ~ 

1 11 21 31 41 51 

I I I I I I 

GGGACTCAGA GGCGAAGCTT GAGGGOCTCA GOAAGGAOJA AGAACCACCC TTQAQAQAAG 60 

10 AOQCAGCAOC AGCGGCGGCA GCAGCAGOGG CAGCX5ACCCC ACCACTGCCA CATTTGCCAG 120 

GAAACAATGC TGCTAGOGAC ATTCAAGCTG TQC3GCTGGGA- GCTCCTACAG ACACATGCGC 180 

AACATGAAGG GGCTGAGGCA ACAGGCTGTG ATGGCCATCA GCCAGGAGCT GAACCX3GAGG 240 

QCCCTQQGGG GCCCCACCCC TAGCACGTGG ATTAACCAGG TTCX3GCGG0G GAGCTCTCTA 300 

CTCGGTTCTC GGCTGOAAGA GACTCTCTAC AGTGACCAGQ AGCTGGCCTA TCTCCAQCAG 360 

15 GGGGAGGAGG CCATGCAGAA GGCCTTGGGC ATCCTTAGCA ACXIAAGAGGG CTGGAAGAAG 420 

GAGAGTCAGC AGGACAATGQ GGACAAAGTG ATGAGTAAAG TGGTCCCAGA TGTGGGCAAG 480 

GTGTTCCGGC TGGAGGTCGT GGTGGACCAG CCCATGGAGA GGCTCTATGA AGAGCTCGTG 540 

GAQCX3CATGG AAGCAATGGG GGAGTGGAAC CCCAATOTCA AOGAGATCAA GGTCCTGCAG 600 

AAQATCGGAA AAOATACATT CATTACTCAC GAGCTGGCTG CCGAGGCAGC AGGAAACCTG 660 

20 GTGGGGCCCC GTGACTTTGT GAGCX3TGOGC TGTGCCAAGC GCCGAGGCTC CACCTGTGTG 720 

CTGGCTGGCA TGGACACAGA CTTCGGGAAC ATGCCTGAGC AGAAGGGTGT CATCAGGGCX5 780 

GAGCACGGTC CCACTTGCAT GGTGCTTCAC COGTTGGCTG GAAGTCCCTC TAAGACCAAA 840 

CTTACGTGGC TACTCAGCAT CGACCTCAAG GGGTGGCTGC CCAAGAGCAT CATCAACCAG 900 

GTCCTGTCCC AGACCCAQGT GQATTTTGCC AACCACCTGC GCAAGCGCCT GGAGTCCCAC 960 

25 CCTGCCTCTG AAGCCAGGTG TTGAAGACCA GCXrTGCTGTT CCCAACTGTQ CCCAQCTGCA 1020 

CTGGTACACA CGCTCATCAG GAGAATCCCT ACTGGAAGCC TGCAAGTCTA AGATCTCCAT 1080 

CTGGTGACAG TGGGATGGGT GGGGTTCGTG TTTAGAGTAT GACACTAGGA TTCAGATTGG 1140 

TGAAOTTTTT AGTACCAAQA AAACAGGGAT GAGGCTCTTG GATTAAAAGG TAACTTCATT 1200 

CACTGATTAG CTATGACATG AGQGTTCAQQ CCCCTAAAAT AATTGTAAAA CTTTTTTTCT 1260 

30 GGGCCCTTAT GTACCCACCT AAAACCATCT TTAAAATGCT AGTGGCTGAT ATGGGTGTGQ 1320 

GGGATGCTAA CCACAGGGCC TGAGAAGTCT TGCTTTATGG GCTCAAGAAT GCCATGCGCT 1380 

GGCAGTACAT GTGCACAAAG CAGAATCTCA GAGQGTCTCC TOCAGCXCTC TGCTCCTCCC 1440 

GGCOGCTGCA CAGCAACACC ACAGAACAAG CAGCACCCCA CAGTGGGTGC CTTCCAGAAA 1500 

TATAGTCCAA GCTTTCTCTG TGGAAAAAGA CAAAACTCAT TAGTAGACAT GTTTCCCTAT 1560 

35 TGCTTTCATA GGCACCAGTC AGAATAAAGA ATCATAATTC ACACC 

Seq ID NO: 109 Protein sequence 
Protein Accession #: NP_000340.l 

1 11 21 31 41 51 

40 1 I I 1 1 1 

MLLATFKLCA GSSYRHMRNM KGLRQQAVMA ISQEUJRRAL GGPTPSTWIN QVRRRSSLLG 60 

SRLEETLYSD QELAYLQQGE EAMQKALGIL SNQEQWKKES QQDNGDKVMS KWPDVGKVP 120 

RLEWVDQPM ERLYEELVER MEAMGEWNPN VKEIKVLQKI QKDTPITHEL AAEAAGNLVG 180 

PRDFVSVRCA KRRGSTCVIA ©1DTDFGNMP EQKGVIRAEH GPTCMVLHPL AGSPSKTKLT 240 
45 WLLSIDLKGW LPKSIINQVL SQTQVDFANH LRKRLESHPA SEARC 

Seq ID NO: 110 DNA sequence 
Nucleic Acid Accession #: EOS sequence 
Coding sequence: 131-682 

1 11 21 31 41 51 

I I I I I I 

GCTGGGAGCC TGGGCCGGGA GCCGGGTGAG GQCGCCGAQA GGCTOOGTGG GCGCGGGOGG 60 

CGAGATATGC CACACTTCTG CCTGCTGTTG GCAACCCTCC TGGACTAGGC TGCTCTTOrT 120 

AATCACATGG ATGTTATATA AGAGTTCGGA CCGCCCAGCA CACAAGGTCA GCATGCTGCT 180 

55 CCTCTGTCAC GCTCTCGCTA TAGCTGTTGT CCAGATCGTT ATCTTCTCAG AAAGCTGGGC 240 

ATTTGCCAAG AACATCAACT TCTATAATQT GAGGCCTCCT CTCGACCCTA CACCATTTCC 300 

AAATAGCTTC AAGTGCTTTA CTTGTGAAAA CGCAGGGGAT AATTATAACT GCAATCQATQ 360 

GGCAGAAGAC AAATGGTGTC CACAAAATAC ACAGTACTGT TT6ACAGTTC ATCACTTCAC 420 

^ - CAGCCACGGA AGAAGCACAT CCATCACCAA AAAGTGTGCC TCCAGAAGTG AATGTCATTT 480 

60 TOTCGGTTGC CACCACAGCC GAGATTCTGA ACATACGGAG TGTAGGTCTT GCTGTGAAGG 540 

AATGATCTGC AATGTAGAAT TACCCACCAA TCACACTAAT GCAC?rGTTTO CCQTAATGCA 600 

OGCTCAGAGA ACATCTGGCA GCAGTGCCCC CACACTCTAC CTACCAGTGC TTGCCTGGGT 660 

CTTTGTGCTT CCATPGCTGT GATQCCACCA TTCCTAGGAG AGGCAGAGAC CAGCCTCTAA 720 

AGCACAAGCC AAAAACTGTG TGAACGGTGA ACTTTGGAGT GAAGATCAAT CTTGCACTTG 780 

65 GTGAAGAGTG CACATTGGAC CTCAAGGOOA AAQCCAGTGG TTTGCTTGGA TAAAATGTTC 840 

COGCATGAGG CCACAGGACT GAGGATGGOA ATTTGGCAGO GCCTQAGAAG ATGGTCTGAC 900 

TTCCAGGCTT CCTGGTCAAA GAGAGCTACG TTTGGGCAGT TCTGCAGAGA GGATCCTGGC 960 

AACTAGTCCC ACCTGACTAG GCCTTTAGCT GAAAGGATTT CTTGACCTCC TTGACTGCCT 1020 

CAGAGGCTGC CAGGTCAAAC CCTCTTGTTT ATGTGATTAG CTCAGAGCAT CTCTATGAAA 1080 

70 TCTAACCCTT CCCCTCATGA GAAAGCAGTT TTCCCCACCA ACAGCATAGT CAATGAGAAA 1140 

GGCAACTGTA CGAAGAAAAC TTCCAOTGGA ACTAATATGA AATCTATTTG CAAATTATGG 1200 
GGGGAAATAA AGCTTTTAAA TTATACAATG T 

Seq ID NO: 111 Protein sequence 
75 Protein Accession {}: AAM20908.1 

1 11 21 31 41 51 

i I I I I I 

MLYKSSDRPA HKVSMLLLCH ALAIAWQIV IPSESttAPAK NINFYNVRPP LDPTPPPNSF 60 

KCPTCENAGD NYNQIRWAED KWCPQNTQYC LTVHHFTSHO RSTSITKKCA SRSECHFVGC 120 

80 HHSRDSEHTB CRSCCB04IC NVELPTNHTN AVPAVMHAQR TSGSSAPTliY LPVLAWVFVL 180 
PLL 

Seq ID NO: 112 DNA sequence 
Nucleic Acid Accession ftt Eos sequence 
85 Coding sequence: 228-884 
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1 11 21 31 41 SI 

I t I I I I 

OSCCOGCOGO CCCCAGQCOG GTGCGCTGG3 AGCCTGGGCC GCSGAGCCGGQ TGAGGGOGCX 60 

GAQAGGCTOG GTGGGCQOSG GOGGCGAGGA CTCTGCTGGA GCAGGACTTC AGAGTGTTTG 120 

TTTTCAGCCT GCTTTTAAAG TGATTTGAAG AGAGOGGCTT TGAAGATATG CCACACTTCT IBO 

GCCTGCTGTT GGCAACCCTC CTGGACTAGG CTGCTCTTGT TAATCACATG GATGTTGCTG 240 

ATTACTCTGA OTGCAAACCT TTTCACTGTT CXAGAGAGGA GCCTGACAAC CACATTCTCC 300 

TTCTCAAGGT GTGGTGCTTA CTGCGCAGGC TGACCAGATA TAAGAGTTCG GACCGCCCAG 360 

CACACAAGGT CAGCATGCTG CTCCTCTGTC ACGCTCTCGC TATAGCTGTT GTCCAGATOO 420 

TTATCTTCTC AGAAAGCTGG GCATTTGCCA AGAACATCAA CTTCTATAAT GTGAGGCCTC 480 

CTCrOSACCC TACACCATTT CCAAATAGCP TCAAGTXSCTT TACTTGTGAA AACGCA0G3G S40 

ATAATTATAA CTGCAATCQA TOOaCAGAAG ACAAATGQTO TCCACAAAAT ACACAGTACT 600 

GTTTGACAGT TCATCACTTC ACCAGCCAOG GAAGAAGCAC ATCCATCACC AAAAAGTGTG 660 

CCTCCAGAAG TGAATOTCAT TTTGTCGGTT GCCACCACAG COGAGATTCT GAACATACGG 720 

AGTGTAGGTC TTGCTGTGAA GGAATOATCT GCAATGTAGA ATTACCCACC AATCACACTA 780 

ATGCAGTGTT TGCOGTAATG CAOGCTCAGA GAACATCTGG CAGCAGTGCC CCCACACTCT 840 

ACCTACCAGT GCTTGCCTX3G GTCTTTGTGC TTCCATTGCT GTQATQCCAC CATTOCTAGG 900 

AGAGGCAGAG ACCAGCCTCT AAAGCACAAQ CCAAAAACTG TGTGAACGGT GAACTTTGGA 960 

GTGAAGATCA ATCTTGCACT TGGTGAAGAG TGCACATTGQ ACCTCAAGGC GAAAGCCAGT 1020 

GGTTTGCTTG QATAAAATGT TCCXX5CATGA GGCCACAGGA CTGAGGATGG GAATTTGGCA 1080 

GGGCCTGAGA AGATGGTCTG ACTT(XAGGC TTCCTGGTCA AAOAGAGCTA CGTTTOGGCA 1140 

GTTCTGCAGA GAGGATCCTG GCAACTAOTC CCACCTQACT AGGCCTTTAG CTGAAAGGAT 1200 

TTCTTGACCT CCTTGACTGC CTCAGAGGCP GCCAGGTCAA ACCCTCTTGT TTATGTGATT 1260 

AGCTCAGAGC ATCTCTATGA AATCTAACXX: TTCCCCTCAT GAGAAAGCAG TTTTCCCCAC 1320 

CAACAGCATA GTCAATGAGA AAGGCAACTG TACGAAGAAA ACTTCCAGTG GAACTAATAT 1380 
QAAATCTATT TGCAAATTAT GGGGGGAAAT iSAAGCTTTTA AATTATAAA 

Seq ID NO:, 113 Protein sequence 
Protein Accession Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MDVADYSECK PFHCSRGEPO NHILLLKVWC LLRRLTRYKS SDRPAHKVSM IiLLCHALAIA 60 

WQIVIFSES WAPAKNINFY NVRPPIiDPTP FPNSFKCFTC ENAGDNYNCN RWAEDKWCPQ 120 

NTQYCLTVHH PTSHGRSTSI TKKCASRSEC HFVGC3fflSRD SEHTECRSCC E©1ICNVELP 180 
TNHTNAVFAV MHAQRTSGSS APTLYLPVLA WVFVLPLL 

Seg ID NO: 114 DNA sequence 

Nucleic Acid Accession 1^: EOS sequence 

Coding sequence: 402-1025 

1 11 21 31 41 51 

I I t 1 I I 

ACTTCCTGAQ CCGGGCTGGC TGGGTGGGAA CAGGCTCCTT GCCGCCTCCC CAGCGCTGGC 60 

CACTACCACA CTGCCGCCOS CCTGGGCCTC CTTTCAACCT OGTGGTGGAO CCCTGOGGTT 120 

TCCCAGCXXiA GCCGGGCCCG GGGCTGCTCC CTCGOGGGCG AGGCTCACCT GTCCOGGCCC 180 

GGCCCCCTCC CGCX3CCCCAG GTGGTTCAGG GCAGGGAGGA GCCGCGCCCC GCCCCGCGCG 240 

GTAGCAGCCA ACGCCGGCCC CAGGCGGGTG CGCTGGGAGC CTGGGCCGGG AGCCOGGTGA 300 

GGGCGCCQAO AGGCTCGGTG GGCGCGGGCG GCGAQATATG CCACACTTCT GCCTGCTGTT 360 

GGCAACCCTC CTGGACTAGQ CTGCTCTTGT TAATCACATG GATGTTGCTG ATTACTCTGA 420 

GTQCAAACCT TTTCACTGTT CCA6AGAGGA GCCTGACAAC CACATTCTCC TTCTCAAGAT 480 

ATAAGAGTTC GGACCGCCCA GCACACAAGG TCAGCATGCT GCTCCTCTGT CACGCTCTCG 540 

CTATAGCTGT TGTCCAGATC GTTATCTTCT CAGAAAGCTG GGCATTTGCC AAGAACATCA 600 

ACTTCTATAA TGTGAGQCCT CCTCTCQACC CTACACCATT TCCAAATAGC TTCAAGTGCT 660 

TTACTTGTGA AAACGCAGGG QATAATTATA ACTGCAATCG ATGGGCAGAA GACAAATOQT 720 

GTCCACAAAA TACACAGTAC TGTTTGACAG TTCATCACTT CACCAGCCAC GGAAGAAGCA 780 

CATCCATCAC CAAAAAGTGT GCCTCCAGAA GTGAATGTCA TTTTGTCGGT TGCCACCACA 840 

GCOQAGATTC TQAACATACG GAGTGTAGGT CTTGCTGTGA AGGAATGATC TGCAATGTAG 900 

AATTACCCAC CAATCACACT AATGCAGTGT TTGCCOTAAT GCACQCTCAO AGAACATCTO 960 

GCAGCAGTGC CCCCACACTC TACCTACCAG TGCTTGCCTG GGTCTTTGTO CTTCCATTGC 1020 

TGTGATGCCA CCATTCCTAG GAGAGGCAGA GACCAGCCTC TAAAGCACAA GCCAAAAACT 1080 

GTGTGAAOGG TGAACTTTGG AGTGAAOATC AATCTTGCAC TTGGTGAAGA 6TGCACATT0 1140 

GAOCTCAAGO CQAAAGCCAG TGQTTTGCTT GGATAAAATG* TTCCCGCATG AGGCCACAGQ 12O0 

ACTGAGGATG OOAATTTGGC AGGQCCTQAG AAOATGOTCT GACTTCCAGO CTTCCTGGTC 1260 

AAAGAGAGCT AOGTTTGGGC AGTTCTGCAG AGAGGATCCT GGCAACTAGT CCCACCTGAC 1320 

TAGGCCTTTA GCTGAAAGGA TTTCTTGACC TCCTTGACTG CCTCAGAGGC TGCCAGGTCA 1380 

AACCCTCTTG TTTATGTGAT TAGCTCAGAG CATCTCTATG AAATCTAACC CTTCCCCTCA 1440 

TGAGAAAGCA GTTTTCCCCA CCAACAGCAT AGTCAATGAG AAAGGCAACT GTACGAAGAA 1500 

AACTTCCAQT GGAACTAATA TGAAATCTAT TTQCAAATTA TOaGGGOAAA TAAAGCTTTT 1560 
AAATTATACA ATGT 

Seq ID KOi 125 Protein sequence 
Protein Accession 0 ; EOS sequence 

1 II 21 31 41 51 

I I 1 I I I 

MLLITLSANL FTVPERSLTT TPSFSRYKfiS DRPAHKVSML LLCHALAIAV VQIVIFSESW 60 

AFAKNINFYN VRPPLDPTPP PNSFKCFTCE NAGDNYNCNR WAEDKWCPQN TQYCLTVHHF 120 

TSHGRSTSIT KKCASRSECH FVGCHHSRDS EHTECRSCCE GMICNVELPT NHTNAVPAVM 180 
HAQRTSGSSA PTLYLPVLAW VPVLP 



Q/\ ^* ^^6 DNA sequence 

oO Nucleic Acid Accession 0: Eos sequence 
Coding sequence: 1-1059 

1 11 21 31 41 51 

I I I I I I 

ATGQTATGGC AGCAAQATTA TGGAACCAOG AQAQAGCACC ATGGCTGCCO TCTGGAATTC 60 
85 TGCCGTGTAT CTGCAGGGTG CCCTTGCCTA AGCCCCTTGA CCTCTTTGGT TATAGTTTCC 120 
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TCATCTGCTO AGAGAGGTQA GOAAGCTGC^l GAAGAAGACT TTGAAACTAO CAGAGGTGGG IBO 

TTCATQAGGA TGAAGGAAAO AAOCOVTQCC OVTAACATAA AAGTCCAAGO TOAAGCAGGA 240 

GOTGCTGJVTG AAGAAGCTGC AGCAAGTGAT CXIAGAAGATC TAGCTAA6AT CATTGATGAA 300 

GATGTGAAAG GCATTGTACA GAAGAAGATO AGAATCACAG TAAACCAAAC AAAGGAAATQ 360 

CAGAAGAGAT ArTTTCAGCT GAATATTGGA AATGTAAAAT 0CCACAC6TT GGATGAGATG 420 

ATTATCCGAG CTCAQACTTG GGAAATAGTC ATGCTTCTGO ACCAAGTGCC AGGTCCTGGC 4 BO 

CCTACACAAC AGGTAGATGG TTGGATATAT TTGGATAATG GAGCTTTCCA AACAQAAGCA 540 

AAACACAAAC CCACTGATGT AAAATATAAA GAAACTGAAC CAGTGTGTCT TTTCACCATA 600 

GATATAAGAG TTCGGACOGC CCAGCACACA AGAATAAAAC AGAAAGTCTC CATTACTTCT 660 

ATGGCTACAC CATTTCCAAA TAGCTTCAAG TGCTTTACTT GTGAAAAOGC AGGGGATAAT 720 

TATAACTGCA ATCGATGGGC AGAAGACAAA T6GT0TCCAC AAAATACACA GTACTGTTTO 780 

ACAGTTCATC ACTTCACCAG CCACGGAAGA AGCACATCCA TCACCAAAAA GTGTGCCTCC 840 

AGAAGTGAAT GTCATTTTGT CGaTTQCCAC CACAGCOSAQ ATTCTGAACA TACGOAQTOT 900 

AGGTCTTGCT GTGAAGGAAT GATCTGCAAT GTAQAATTAC CCACCAATCA CACTAATGCA 960 

GTGTTTGCCG TAATGCACGC TCAGAGAACA TCTGGCAGCA GTGCCCCCAC ACTCTACCTA i020 

CCAGTGCTTG CCTGGGTCTT TGTGCTTCCA TTGCTGTGAT GCCACCATTC CTAGGAGAGG 1080 

CAGAGACCAG CCTCTAAAGC ACAAQCCAAA AACTQTGTGA ACGGTGAACT TTGGAOTGAA 1140 

GATCAATCTT GCACTTGGTG AAGAGTGCAC ATTGGACCTC AAGGOGAAAG CCAQTGOTTT 1200 

GCTTGGATAA AATGTTCCCG CATGAGGCCA CAGGACTGAG GATGGGAATT TGGCAGGGCC 1260 

TGAGAAGATG GTCTGACTTC CAGGCTTCXn' GGTCAAAGAG AGCTACGTTT GGGCAGTTCT 1320 

OCAGAGAGGA TCCTGGCAAC TAGTCCCACC TGACTAGGCC TTTAGCTGAA AGGATTTCTT 1380 

GACXn"CCTTG ACTGCCTCAG AGGCTGCCAG GTCAAACCCT CTTGTTTATG TGATTAGCTC 1440 

AGAGCATCTC TATGAAATCT AACCCTTCXX: CTCATGAOAA AGCAGTTTTC CCCACCAACA 1500 

GCATAGTCAA TGAGAAAGGC AACTGTACXyV AGAAAACTTC CAGTGGAACT AATATGAAAT 1560 
CTATTTGCAA ATTATGGGGG GAAATAAAGC TTTTAAATTA TACAATGTAA A 

Seq ID NO: 117 Protein sequence 
Protein Accession Eoa sequence 

1 11 21 31 41 51 

I I I I I I 

MVWQQDYGTR REHHGCRIjBF CRVSAGCPCL SPLTSLVIVS SSAERGEEAA EEDFETSRGG 60 

FMRMKBRSKA tmXKVQGEAG GADEEAAASD PEDLAKIIOE DVKGIVQKKM RZTVNQTKEM 120 

QKRYFQLNIG NVKCHTLDEM IIRAQTWEIV MLLDQVPGPG PTQQVDGWIY LDNGAFQTEA 180 

KHKPTDVKYK ETEPVCLPTI DIRVRTAQHT RIKQKVSITS MATPFPNSFK CFTCENAGDN 240 

YNCNRWAEDK WCPQNTQYCL TVHHFTSHGR STSITKKCAS RSECHFVGCH HSRDSEHTEC 300 
HSCCBGMICN VELPTNHTWA VPAVMHAQRT SGSSAPTLYL PVLAMVPVLP LL 

Seq ID NO: IIB DNA sequence 

Nucleic Acid Accession #: XM_03B659.6 

Coding sequence: 528-1688 

1 11 21 31 41 51 

I I I I I 1 

AGTAGGGAGG TGGGCAGGAG ccagtgatga cggaatggca ATCACATTTG ACCTCTGATC 60 

TGTTTATTTC CTCCTCCTTG ACGTCTCCAT ATAAATGTTA CACGGGCATC CCCACACTCG 120 

GATACGCACC CACAGTGGCT GATTCaOGQQ TAACCGTGTC ATTTQCrTGC AACACTGGCA IBO 

CCTCTGCCCT GCACCX:CGGG AGTGAGCAGT GAGTGAGGCT CGGGTCTGGG CGCTGGCTCC 240 

GAATCTTCGG GCTGGGAGAG ACTCCACCAT CTGGGGGCX3G CCTGGGGGAG CAGCCTTAGT 300 

GTCTTCCTGC TGATGCAATC CGCTAGGTCG CGAGTCTCCG CCGCGAGAGQ GCCGGTCTGC 360 

AATCCAGCCC GCCACGTGTA CTCGCCGCCG CCTCGGQCAC TGCCCCAGGT CTTGCTGCAG 420 

CCGGGACCGC GCTCTGCAGC COCAGACCCG GTCCACACQQ CCAGGGGCTA COACCCTTGQ 480 

GATCTGCCCT CCGCTCAGCT CQAGCTTCCC TCGTGGCC6A CGGAACAATG AAGQATTGCA 540 

GTAACGGATG CTCCGCAGAG TGTACCGGAG AAGGAGGATC AAAAGAGGTG GTGGGGACTT 600 

TTAAGGCTAA AGACCTAATA GTCACACCAG CTACCATTTT AAAGGAAAAA CCAGACCCCA 660 

ATAATCTGGT TTTTQGAACT GTGTTCACGQ ATCATATGCT GACGGTGGAG TGGTCCTCAG 720 

AGrrrGGATQ GGAQAAACCT CATATCAAGC CTCTTCAGAA CCTGTCATTG CACCCTGGCT 780 

CATCAGCTTT OCACTATGCA GTGGAATTAT TTGAAGGATT GAAGQCATTT CGAGGAOTAG 840 

ATAATAAAAT TCGACTGTTT CAGCCAAACC TCAACATGGA TAGAATGTAT CGCTCTGCTG 900 

TQAGOGCAAC TCTGCCGGTA TTTGACAAAG AAGAGCTCTT AGAGTGTATT CAACAGCTTG 960 

TGAAATTGGA TCAAOAATGG OTCCCATATT CAACATCTGC TAOTCTGTAT ATTCGTCCTA 1020 

CATTCATTGG AACTGAGCCT TCTCTTGGAG TCAAGAAGCC TACCAAAQCC CTGCTCTTTG 1080 

TACTCTTGAG CCCAGTGGGA CCTTATrnT CAAGTGGAAC CTTTAATCCA OTGTCCCTGT 1140 

GGGCCAATCC CAAGTATGTA AGAGCCTGGA AAGGTGGAAC TGGGGACTGC AAGATGGGAG 1200 

GQAArrAOGG CTCATCTCTT TTTGCXCAAT GTOAAGCAGT AGATAATGGG TGTCAGCAGG 1260 

TCCTGTGGCT CTATGGAGAG GACCATCAGA TCACTGAAffT GGGAACTATO AATCTTTTTC 1320 

TTTACTGGAT AAATGAAGAT GGAGAAGAAQ AACTGGCAAC TCCTCCACTA OATGGCATCA 1380 

TTCTTCCAGG AGTGACAAGG CGGTGCATTC TGGACXnXSGC ACATCAGTGG GGTGAATTTA 1440 

AGGTGTCAGA GAGATACCTC ACCATGGATX5 ACTTQACAAC AGCCCTGGAG GGGAACAGAG ISOO 

TGAGAGAGAT GTTTGGCTCT GGTACAGCCT GTGTTGTTTG CCCAOTTTCT GATATACTGT 1560 

ACAAAGGCGA GACAATACAC ATTCCAACTA TQGAGAATGG TCCTAAOCTG GCAAGCOQCA 1620 

TCTTGAGCAA ATTAACTOAT ATCCAGTATG GAAGAGAAGA GAGCGACTGG AC7UVTTOTGC 1680 

TATCCTGAAT GGAAAATAGA GGATACAATG GAAAATAGAG GATACCAACT GTATGCTACT 1740 

GGGACAGACT GTTGCATTTG AATTGTGATA GATTTCTTTG GCTACCTGTG CATAATGTAG 1800 

TTTGTAGTAT CAATGTGTTA CAAGAGTOAT TOTTTCTTCA TGCCAQAOAA AAT6AATTCC 1860 

AATCATCAAA TGGTGTTTCA' TAACTTGGTA OTAOTAACTT ACXTTTACCTT ACCTAGAAAA 1920 

ACATTAATGT AAGCCATATA ACATGGGATT TTCCTCAATG ATTTTAGTGC CTCCTTTTGT 1980 

ACTTCACTCA GATACTAAAT AGTAGTTTAT TCTTTAATAT AAGTTACATT CTGCTCCTCA 2040 

AACAAATGCA ATTTTTTOTG TOTGTTTQAA AGCTAATTTG AGAAAATTTC ATAGGTTACA 2100 

TTTCCTGCAG CCTATCTTTA TCCACAGAAA GTGTTTTCTT TTTTTTAAAT CAAGACTTTT 2160 

AAAACTGGAT TTCCTCCCAT CACTGTTTTT TGAAGGTCCT CXyUVGTCOGT GTTAAGGTAA 2220 

ATATCTQTTT TCTTCCTGAT GTCACAGCCT GACCATACTC TGTGCATTAG GAAGACCTGA 2280 

GTGCATTTCC CACCATTOTC CTTTCCACAT TATGTTOTAG CTGGCTGGCT GTCAGGCGAC 2340 

TACAAGACTG AGGGTCTTGT GCCTTATAGA TCTTTGTATC CCCCATGGCT GACATATAGT 2400 

AGGTACTCAG TAAATGGTTT TATAATGAAT CAGTGAACAT TTTGCTTCTA TAGAAGTGTA 2460 

CCTTCrrrCT TTCTATATTA TGAAACCTCT TTATTAGAAT TTGTGATTGA TTCTGACACT 2520 

GTATAQATTT ACCTTATATT GTCTTTATTT TCCATOAGCT ACTAAGTCAT TAGAGATACT 2580 
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CTOAAGCATA OTTAGTTTAG GAAATCACTT CATATTGATT GTATTAGAAT TATCTTGGAA 2640 

TTGAAGATAT ATCCCTAGAG CAGGGOACCC CAACCCCCAG GCCATGGGCC ACACAGCACSa 2700 

AAGAGGTGAG TGGTGGGCCA TTOAGaAGCT TCATCTQTAT TTATGQCTAC TTCCCATCAC 2760 

TCGAATTACC ACCTGAACTC CACCTCTTOT CAGCTCAGTG QCAQCATTAG ATTCTCATAG 2820 

QAGCACAAAT CCTATTGTGA ACTCTGCATO CAAGGGATCT AGGCTATGCG CTCCTTATGA 2880 

GAATCTAATG CTTGATGACC TGAGGTGTAA CAGTTTCATC CTGAAACCAC CCTTCACCCT 2940 

GCAGTCTGTG GAAAAATTGT CTTCCACAAA ACTGOTCCXTT GGTGCCAAAA ATOTTGGGOA 3000 

CCACTGCTCT AGAGAGAGOT CATGATATCA TACCAACCAA ATGGAAATGA CAAATGTTTT 3060 

ATGTCAAGTG TTAATTGCAG AAATAAATCT ' ITi ' Tl ' l ' Tn"! ' TTTTTGGTAQ AAAACAAAGA 3120 

GGCATACTCT GATTTTTATA CTCTGTTTTT GCAGGTGCTC TTTTCTTTGA ATGGAGATTT 3180 

GATGAGCAAG TGGTTAGGAT GCAGGGAGAG CTACTATGGG TGATATTTTC CITGTTTAGG 3240 

AGCTGTGAGT TAAAATTGTA TCCTTTGTGG TTTATCTAAG GAAAGTCAAA TCTTGACAGA 3300 

AAACATTTTT CCTTGQAAGa TCAACTCTCA QACATTGTAT TTTGQTTTCC CTCACTCCTC 3360 

ATAACTTCCT TCTTQCTGAA CATATTTTAT TCTCTTTTCA GAGAAGGAAA ATAAAAAGQA 3420 

TTCTAAAAGT TTGATGCATT GGAAAAATTT CCTTGAGGCA TTTAGCAACA CATAGAAAAT 3480 

GGGCTTTGAT TCTTTTCCAA AACTTTTAGC CATAGGGTCT TTTATAGACA GGGATAGTAA 3540 

AATGAAAATT GAGAAATATA AGATGAAAAG GAATGATAAA AATATCTTTT AGGGGGCTTT 3600 

TAATTGGTGA TCTGAAATCT TGGOAGAAGC TGTTCTTTTC AGQCCTGAGG TGCTCTTGAC 3660 

TGTCX3CCTGC GCACTGTGTA CCCOGAGCAA CATTCTAAGG GTGTGCTTTC GCCTTGGCTA 3720 

ACTCCTTTGA CCTCATTCTT CATATAGTAG TCTAGGAAAA AGTTGCAGGT AATTTAAACT 3780 

GTCTAGTGGT ACATAGTAAC TAAATTTCTA TTCCTATGAG AAATGAGAAT TATTTATTTG 3840 

CCATCAACAC ATTTTATACT TTGCATCTCC AAATTTATTG TGGOGAGACT TGTCCATTGT 3900 

GAAAGTTAGA GAACATTATG TTTGTATCAT TTCTTTCATA AAACCTCAAG AGCATTTTTA 3960 

AGCCCTTTTC ATCAGACCCA GTGAAAACTA AGGATAGATG TTTAAAAACT GGAGGTCTCC 4020 

TGATAAGGAG AACACAATCC ACCATTGTCA TTTAAGTAAT AAGACAGGAA ATTGACCTTG 4080 

ACGCTTTCrr GTTAAATAGA TTTAACAGGA tfCATCTGCAC ATCTTTTTTC CTTGTGCACT 4140 

ATTTGTTTAA TTGCAGTGGA TTAATACAQC AAGAGTGCCA CATTATAACT AGGCAATTAT 4200 

CCATTCTTCA AGACTTAGTT ATTGTCACAC TAATTGATCG TTTAAGGCAT AAGATGGTCT 42 60 

AGCATTAGGA ACATGTGAAG CTAATCTGCT CAAAAAGATC AACAAATTAA TATTGTTGCT 43 20 

GATATTTGCA TAATTGGCTG CAATTATTTA ATGTTTAATT GGGTTGATCA AATGAGATTC 4380 

AGCAAT7CAC AAGTGCATTA ATATAAACAG AACTGGTX3GC ACTTAAAATG ATAATGATTA 4440 

ACTTATATTQ CATGTTCTCT TCCTTTCACT TTTTTCAGTT TCTACATTTC AQACCGAGCT 4500 

TGTCAGCTTT TTTGAAAACA CATCAGTAGA AACCAAGATT TTAAAATGAA GTGTCAAGAC 4560 

AAAGGCAAAA CCTGAGCAGT TCCTAAAAAG ATTTGCTGTT AGAAATTTTC TTTGTGGCAG 4620 

TCATTTATTA AGGATTCAAC TCGTGATACA CCRAAAGAAG AGTTGACTTC AGAGATGTGT 4680 

TCCATGCTCT CTAGCACAGG AATGAATAAA TTTATAACAC CTGCTTTAGC CTTTGTnTC 4740 

AAAAGCACAA AGGAAAAGTQ AAAQGGAAAG AGAAACAAGT GACTGAGAAG TCTTGTTAAG 4800 

GAATCAGGTT TTTTCTACCT GGTAAACATT CTCTATTCTT TTCTCAAAAG ATTGCTGTAA 4860 
GAAAAAATGT AAGAC 

Seq ID NOi 119 Protein sequence 
Protein Accession 0: XP_03a659.2 

1 11 21 31 41 51 

I I I 1 I I 

MKDCSNGCSA ECTGEGQSKE WGTFKAKDL IVTPATILKE KPDPNNLVPG TVPTDHMLTV 60 

EWSSEFGWEK PHIKPLQNLS LHPGSSALHY AVELFBGLKA FRGVDNKIRL PQPNLKHDRM 120 

YRSAVRATLP VFDKEELLEC IQQLVKLDQE WVPYSTSASL YIRPTFIGTE PSI/3VKKPTK 180 

ALLFVLLSPV GPYFSSGTFN PVSLWANPKY VRAWKGGTGD CKMGGNYGSS LPAQCEAVDN 240 

GCQQVLWLYG EDHQITEVGT MNLFLYHINE DGEEELATPP LDGIILPGVT RRCZLDLAHQ 300 

WGEPKVSERY LTMDDLTTAL EQNRVREMPQ SGTACWCPV SDILYKGETI HIPTMENGPK 360 
LASRILSKLT DIQYGREESD WTIVLS 

Seq ID NO: 120 DNA sequence 
Nucleic Acid Accession #i NM_005377 
Coding sequence: 121.. 1194 

1 11 21 31 41 51 

1 I I I I I 

ACAQAGGOOQ GGTCGCGCGC T0GGTGGCCX3 TTGTGCGCX3T OTGTGGAGTG CCCTGCTGCC 60 

CCCAGCTGGA GGGGAACTAG TCTGCTCCAG GTGGCAAGCT GCGTGAGCAA GCAAGCCAAC 120 

ATGGACCGCG ACTCGTACCA TCACTATTTC TACGACTATG ACGGCGGGGA GGATTTCTAC 180 

OGCTCCACGA CGOXAGCGA GGACATCTGG AAGAAATTCG AGTTGGTGCC GCOGCCCTGG 240 

ACTTGGGTCC GCAGCCGGGA ACCCAGCCCT CAGCTTTGGT CTCCTGGAAC GTGGCCGGTA 300 

GGGTGCGCTG GGGACGAGAC GGAATCCCAG GACTACTGGA AAGCTTGGGA CGCGAACTAC 360 

GCCTCCCrCA TCOGCOGTGA CTGCATGTGG AGCX3GCTTCT CCACCCAGQA GCOGCTGGAG 420 

AGAGOGOTGA GTGACCrGCT TGCCGTTGGC GCGCCCTOGQ GATACTCGCC CAAGGAGTTC 480 

GCCACCCCCG ACTACACTCC CGAGCTCGAA GCCGGCAACC TAGCGCCCAT CTTCCCCTGT 540 

TTGTTGGGCG AGCCCAAGAT CCAGGCCTGC TCCAGGTCTG AGAGCCCAAQ C0ACTCCX3AG 600 

GGTGAAGAAA TCGACGTGAC AGTAAAGAAG AGGCAGTCTT TGAGTACGCG GAAGCCACTC 660 

ATCATCGCGO TGCGTGCAGA CXTTTCTGOAT CCCOGCATQA ATCTCTTCCA CATCTCCATC 720 

CACCAGCAAC AGCACAACTA TGCT6CCCCT TTTCCTCCAO AAAGCTGCTT CXyU«SAAGGG 780 

GCTCCAAAGA GGATGCCCCC AAAAGAGGCT CTAGAGAGAG AAGCTCCAGG GGGAAAGGAT 840 

GATAAGGAAG ATGAAGAGAT TGTGAGCCTC CCACCTGTAG AAAGTGAGGC TGCCCAGTCC 900 

TGCCAGCCCA AACCCATCCA TTATGATACT GAGAATTOGA CCAAGAAGAA OTACCACAGC 960 

TACXTTGGAGC GCAAGAGAOG GAATGATCAA CGTTCGOGGT TCTTGGCCCT GAGGGAOCSAO 1020 

GTACCCGCXX: TGGCCAQCTG CTCTAGGGTT TCCAAAGTAA TGATCCTAOT CAAGGCCAOG 1080 

GAATACTTAC ATGAACTGGC GGAAGCCGAG GAGAGGATGG CTACGGAGAA AAGGCAGCTC 1140 

GAATGCCAGC GACGGCAATT GCAGAAAAGA ATTGAGTACC TCAGTAGCTA CTGACCAAAA 1200 

AGCCTGACCA TTCTGTCTTA AAAAGACACA AGTTTTCTTT TTGATCTCCC TCTCXXCTTT 1260 

AGTAACTTGT ACATTTTTGT TACAGCAGQA CACTCTGGAC AGTAQATTGC AGAATOGATT 1320 

GCAGCCAGTG CACAAACAAT ATAAAGGCTT GCATTCTTGG AAACTTTGAA ACCCAGCTCT 1380 

CTCTCTTCCC TGACTTATGO GAGTGCTTTG TGTTTTCTGG CACCrrTGGC TTCTCAGCAG 1440 

GCAGCTGACT GAGQAGACTT GGGGTCTTCC TGGCtCACTA TCTCCAAAGA AAAGGCTGAC 1500 

AGATGGTATG CAACAGGTGG TGGATGTrGT TCGGGGCTCC AGCCTGGAGG AAATCTCACA 1560 

CTCTACATX3A ACTTTAGGCT AGGAAAGGAT GTCTCTGGGO TGATGCAAGG ACAGCTGGGT 1620 

GTGGAOGCTC TOCTGCGGCT CCATTTTTTT CCAGGAGACA CACAAGCTGC CTTGGGTGAA 1680 
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AACAAGCTCA GAGACTTGAT CAACGTGGAC 
CTGAGGAGTT GGAAACCTTA CATATATGTA 
TATATATATA TGTATOTATA TATGTATATA 
TATGTATATA TATATOTATG TATATATGTA 
CCCACTCTCA ATGCTGTGAC TCAOAACATT 
TTAAAGCCCT CTGGGCTCTC TTCTCTQAGT 
TGTCTCATTC TOCCTCTGTT ATGCAATGGG 
ATATTTCCCT AAGACACAGG GAAATGGGTC 
CCCTGGCrCA TGAACTCAAT CCCTGCCCAG 
TTTTCTCAAG ACAGTGTGAG GCACCTTAGA 
CCTGCCTCTC ATCTCAATCC TTGACTQATQ 
TTGTTCCTTT CGTGCATCTC CAA6GA6CTT 
CACCAGCCTG CAATGAATCA GATGTCTGTC 
GAGAGCTGTT GGGACTCATC CAGTGCTCCA 
AAGGATCCTC CAOQAGCTCT QCTTAGCCAA 
GAGACGOAGT CTCAACTCTT GTCGCCCAGG 
TGCAACCTCT GCCTCCCGGG TTCAAGCGAT 
ATCGCAGGCG CCTGCCACCA CGCCTAGCTA 
CACCACATTG GCCAGGCTGa TCTTGACCTC 
AGATTTTGCC CCAGCTQGAC TCTGCAGCTC 
TGGGAAAGTC ACCAACCCGC AGCTTGTCAT 

Seq ID NO: 121 Protein sequence 
Protein Accession #: NP_00536e 
1 11 21 

I I I 

HDRDSYHHYF YDYDGGEDFY RSTTPSEDIW 
GCAGDETESQ 0YMKAWDANV ASI/IRRDCMW 
ATPDYTPEI^E AGNIAPIFPC LLGEPKIQAC 
IIAVRADLLD PRmLFKXSI HCX^QHKYAAP 
DKEDEEIVSL PPVESEAAQS OQPKPIHYDT 
VPALASCSRV SKVMILVKAT CYLHELAEAE 

Seq ID NO: 122 DNA sequence 
Nucleic Acid Accession #t AB006625.2 
Coding sequence: 356.. 4750 

1 11 21 31 41 51 

I I I I I 1 

GAGGTTTGOG AGGCGCGGGA GATGTCCACC CTGGGCTGGT GGCGCCXXXX? OGCGCCGGGC 60 

GCCATGAGGG TGOGCTAGGC GGCTGTTOGT GCCCGAGGCT GCGCAGCACT GAGGTGAGCT 120 

TTGCCTTCTT GATCTTCCGT CCTTCTTGGA GACQACTGGC GAGAGGAAGA GGGACTAGGT 180 

CCAAACGCTA GGTGGCTGGG TCCAGCCGGA GACCCGCACC AAGGAGGAGA TCATCGAGCT 240 

CTTGGTCCTT GAGCAGTACC TGACCATCAT CCCTGAAAAG CTCAAGCCTT GGGTGCGAGC 300 

AAAAAAOCCG GAGAACTGTG AGAAQCTCGT CACTCTGCTG GAGAATTACA AGGAGATOTA 360 

CCAACCAGAA GACGACAACA ACAGTGAOGT GACCAGOGAC GACGACATGA CCCGGAACAG 420 

AAGAGAGTCC TCACCACCTC ACTCAGTCCA TTCTTTCAGT GGTGACCGGG ACTGGGACCG 480 

GAGGGGCAGA AGCAGAGACA TGGAGCCACG AGACCGCTGG TCCCACACCA GGAACCCAAG 540 

AAQCAQGATG CCTCCGCGGG ATCTTTCCCT TCCTGTGGTQ GCX3AAAACAA GCTTTGAAAT 600 

GGACAGAGAG GACGACAGGG ACTCCAGGGC TTATGAGTCX: CGATCTCAGG ATGCTGAATC 660 

ATACCAAAAT GTGGTGGACC TCGCTGAGGA CAGGAAACCT CACAACACAA TCX^WSGACAA 720 

CATGGAAAAC TACAGGAAGC TGCTCTCCCT CGGAGTGCAO CTTGCTGAAG AOGATGGCCA 780 

CTCCCACATG ACGCAGGGCC ACTCATCAAG ATCCAAGAGA AGTGCCTACC CAAQCACCAG 840 

TCGAGGTCTA AAAACTATGC CTOAAOCCAA AAAATCAACC CACCX3GCGGG GGATTTGTGA 900 

AGATGAATCT TCCCAOGGAG TGATAATGGA AAAATTCATC AAGOATGTGT CACX3CAGTTC 960 

CAAATCGGGA AGAGCAAGGG AGTCAAGCGA CCGGTCACAG AGATTCCCCA GAATGTCAGA 1020 

TGATAACTGG AAGGACATTT CATTGAACAA GAGGGAGTCA GTGATCCAGC AGCGGGTTTA 1080 

TGAAGGGAAT GCATTTAGGG GAGGCTTTAG GTTTAATTCA ACCCTTGTTT CCAGAAAGAG 1140 

AGTTCTTGAA AGAAAGAGGC GCTATCATTT TGACACAQAT GGGAAGGGCT OGATTCAOQA 1200 

TCAAAAAGGC TGTCCCAGGA AGAAGCCCTT TGAATGTGGT AGTGAGATQA GAAAAGCCAT 1260 

GAGCGTGAGC AOCCTGAGCA GCCTCAGCTC CCCCTCCTTT ACCGAGTCAC AGCCAATTGA 1320 

TrTTGGGGCA ATGCCATATG TATOTGATGA GTGTGGGAGG TCGTTCAGTG TCATCTCAQA 1380 

ATTTGTTGAG CACCAGATCA TGCATACTAG AOAGAACCTC TATGAOTATG GTGAGTCCTT 1440 

TATCCACAGT GTGGCTGTCA GTGAAGTTCA GAAAAGTCAG GTTGGAGGGA AACGTTTTGA IS 00 

ATGTAAGGAC TGTGGAGAGA CCTTCAATAA GAGTGCCGCC TTGGCTGAAC ATOXaUVGAT 1560 

TCATGCTAGA GGTTATCTTG TGGAATGTAA GAATCAGGAA TGTGAGGAAG CCTTCATGCC 1620 

TAGCXX:CACC TTTAOTGAGC TTCAGAAAAT ATATGGCAAA GACAAATTCT ACGAGTGCAG 1680 

GGTGTOTAAG GAAACXTTTCC TTCATAGTTC TGCCCTGATT OAGCACCAQA AAATCCACTT 1740 

TGGGGATGAC AAAGATAATG AGCGTGAACA TGAACGTGAA CGTGAACGTG AGCGCGGGGA 1800 

AACCTTTAGG CCCAGCCCAG CCCTTAATGA GTTTCAGAAA ATGTATGGTA AAGAGAAAAT 1860 

GTACX5AATGT AAGGTGTOTG GGGAGACTTT CCTTCATAGC TCATCCCTGA AAGAACATCA 1920 

GAAAATCCAT ACTAGAGGGA ACCCATTTGA AAACAAGGGT AAAOTGTGTG AGGAAACCTT 1980 

TATTCCTGGT CAGTCCCTTA AAAGGCGTCA GAAAACTTAC AATAAGGAGA AGCTCTGTGA 2040 

CTTTACAGAT GGCCGGGATG CCTTCATGCA AAGCTCAGAG CTCAGTGAGC ATCAGAAAAT 2100 

TCATTCTCGA AAGAACCTCT TTGAAGGCAG AGGGTATGAG AAATCTGTCA TTCATAGTGG 2160 

GCCATTCACT GAATCTCA6A AOAOTCATAC TATAACAAQA CCTCTTGAAA GTGATGAGGA 2220 

CGAAAAGGOG TTCACCATTA GCTCTAACCC CTAOXJAAAAC CAGAAGATTC CCACTAAGGA 2280 

AAATOTCTAC GAGGCAAAAT CATATGAGAG GTCTOTTATT CATAGCTTAG CCTCTGTGGA 2340 

AGCTCAGAAA AGTCACAGTG TAGCAGGGCC CAGTAAACCA AAAGTAATGO CAGAGTCTAC 2400 

CATTCAGAGC TTCGATGCTA TCAACCATCA GAGAGTTCGT GCTGGAGGQA ACACCTCTGA 2460 

AGGAAGGGAA TACAGTAGGT CTGTTATCCA TAGCTTAGTG GCTTCCAAAC CTCCAAGAAG 2520 

TCACAATGGA AATGAATTGG rOGAATCTAA TGAOAAGGGA GAATCCTCCA TTTATATCTC 2580 

AGACCTTAAT GATAAGCGAC AGAAGATTCC TGCCAGAGAG AACCCTTGrO AAGGGGGCAG 2640 

TAAGAATOGC AACTATGAAG ACTCTGTCAT ACAOAGTGTA TTCCGTGCCA AACCTCAGAA 2700 

AAGTGTTCCT GGAGAGGGAT CTGOTGAGTT TAAGAAGGAT GGOGAATTCT CTGTTCCCAG 2760 

CTCAAATGTC 00TX3AATACC AGAAGGCTCO TQCTAAAAAG AAATACATTQ AOCATAGGAG 2820 



CATTACCTCA CTGTCAGACA CTACAGCTAG 1740 

TATATATAIG TATGTATATA TGTATATATG 1800 

TGTATATATA TATGTATGTA TATATGTATA 1860 

TATATTATGA TGTTGGCTOA OOCCCTTCCT 1920 

TAAGAQAACT TOGTCTGTAA GTAATTTGTC 1980 

GAGGGAACTT TCTGTCTTCA CAAGGGACTT 2040 

TTCTACAGCA CXXTTTTCCOG CAGGTTAGAA 2100 

TTAGCCTGGG GCXTTGGGGAA AGTTCCCAAG 2160 

GTGTTTTCTG AGGGGCCCTT GAGGCCAATC 2220 

AGGOAGAACT GTAACACTTT CTCTTTCGCA 2280 

AATTTGAAGT TCTACXAGAA CCATGAAAAC 2340 

GCTGGCTCTG CAGCCACGCT TGGGCCCTCG 2400 

ACAGAATCTG GGCCTCTCTG AAGTTTTCTG 2460 

CAACGTOGAC TTGCCTCCTG GTGTGTTTTA 2520 

TCATCATGAT GQATTTTTTT TTTTTTTTTT 2580 

CrGQAGQTTA ATOGCATGAT CTCX3GCTCAC 2640 

TCTCCTQCCT GAGCCTTCCG AGTAGCTGGG 2700 

ATTTCTGTAT TTTTAGTAGA GATGGGGTTT 2760 

CTGACCTAGG TGATCCACTG CCTCCATGAT 2820 

CACGTGGAAT CCAGGTGCCT GCCTCCAGTC 2880 
GTGGGTAACT TCTGAACCCT AAQCC 



31 41 51 

r I I 

KKPELVPPPW TWVRSREPSP QLWSPGTWPV 60 

SGFSTQEPLE RAVSDLLAVG APSGYSPKEF 120 

SRSESPSDSB GEEIDVTVKK RQSLSTRKPV 180 

FPPESCFQBG APKRMPPKEA LEREAFGGKD 240 

ENWTKKKYHS YLERKRRNDQ R5RPLALRDE 300 
ERMATBKRQL ECX^RRQLQKR lEVLSSY 
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CAATGAGACC TCTGTAATTC ACTCTCTGCC TTTTGOTGAA CAAACATTTC GCCCTCGAGG 2880 

GATGCTCTAT GAATGTCAGG AGTGTGGGGA OTOCTTTGCT CATAGCTCTG ACCTCACIQA 2940 

GCACCAGAAG ATTCATGATA GGQAGAAGCC CTCTGGAAGC AGAAACTATG AATGQTCTGT 3000 

CATTCQCAGC TTGGCCCCTA CTGACCCTCA AACAAGTTAC GCCCAAGAGC AGTATGCTAA 3060 

AGAGCAAGCG CGGAACAAAT GTAAGGACTT CAGACAATTT TTTQCTACCA GOGAAGACCT 3120 

CAACACAAAC CASAAAATCT ATGACCAAGA GAAGTCTCAT GGOGAGGAGT CTCAAGGGGA 3180 

GAATACTGAT GGGGAGGAGA CCXIACAGOGA GGAGACCXZAT GGTCAQGAGA CAATTGAAGA 3240 

CCCTGTCATT CAAGGCTCAG ACATGGAAGA CCCTCAGAAG GATGACCCTG ATGACAAAAT 3300 

CTATGAATGT GAGGACTGTG GCCTGGGCTT TGTGGATCTC ACAGACCTCA CAGACCATCA 3360 

GAAAGTCCAC AGCAGGAAGT GCCTGGTTGA CAGTaJQGAG TACACACATT CTGTAATTCA 3420 

CACCCATTCC ATCAGCGAOT ATCAGAGAGA TTACACTGGA GAGCAGCTOT ATGAATGTCC 3480 

AAAGTGTGGQ QAATCTTTTA TTCATAGCTC ATTCCTTTTC GAGCATCAGA QAATCCATGA 3540 

ACAAGACCAG TTGTATTCCA TGAAGGGGTG TGATGATGGT TTTATTGCCC TCTTGCCCAT 3600 

GAAGCXZACXSG AGGAATXXTTG CTGCAGAGAQ GAATCCTGCT CTTGCTGGGT OGGCCATTOG 3660 

ATGCCTTTTG TGTGGACAAG GCTTCATTCA TAGCTCTGCC CTTAATGAGC ATATGAGACT 3720 

TCATAGGGAA GATQATTTAC TGGAGCAGAG CCAGATQGCT GAGGAAQCTA TCATTCXAGG 3780 

CTTAGCCCTC ACTGAGTTTC AOAGAAGTCA GACCGAAGAG AOACTCrTTO AATGTGCAGT 3840 

CTGTGGAGAA TCTTTOGTCA ACCCAGCAGA ACTTGCAGAT CACGTAACTQ TTCATAAGAA 3900 

TGAGCCCTAT GAGTACX3GGT CCTCCTATAC TCACACCTCA TTTCTTACTG AGCCXXTTCAA 3960 

AGGAGCTATA CXATTCTATQ AATGCAAGGA TTGTGGTAAG TOCTTTATTC ATAGCACAGT 4020 

CCrCACTAAA CATAAGGAGC TTCATCTGGA AQAAQAAGAA GAAGATGAAG CAGCAGCAGC 4080 

TGCAGCAGCA GCAGCCCAOQ AAGTTGAAGQ CAATGTCCAT GTTCCACAAG TAQTTCTGAG 4140 

GATTCAGGGC TTAAAOGTAG AGGCTGCTGA GCCAGAAGTG GAGGCTGCCX3 AGCCAGAAGT 4200 

GGAGGCTGCT GAGCCAGAAG TGGAGGCTGC TGAGCCAAAC GGAGAGGCTG AAGGGCCAGA 4260 

T6GAGAGGCT GCAGAGCCCA TTGGAGAGGC TGGACAGCCA AATGQAGAGO COGAGCAGCC 4320 

AAATGGGGAT GCTGATGAGC CAQATGGTGC AGGTATTGAA GAGCCAGAAG AAAGAGCTGA 4380 

AGAQCCAGAG GGAAAAGCTG AAGAGCCAGA GGGAGATGCC GAC6AGCCTG AOGGTGTGGG 4440 

AATTGAAGAC CCAGAAGAAG GTGAAGATCA AGAGATTCAG GTAGAAGAAC CATACTATGA 4500 

CTGCCATGAA TGCACAGAAA CCTTCACTTC CAGCACAGCA TTCAGTGAAC ACCTGAAAAC 4560 

TCATGCCAGC ATGATCATAT TTGAGCCTGC AAATGCCTTT GGGQAGTGCT CAGGCTACAT 4620 

CGAACGTGCC AGCACCAGCA CAGGTGGTGC CAATCAAGCT QATGAGAAGT ACTTCAAATG 4680 

TQACGTCTGT GGGCAGCTCT TCAATGACCG CCTGTCCCTC GCCAGACACC AGAATACCCA 4740. 

CACTGGCTGA GGGCATGGGG TAAAGGTTAG AAAACCTTCA CCTAGGACTT GACCCTTACC 4800 

AAACCACAGA GAATCCAAAC CAATCCATGA TAATGTCAGT AGGAGACTTA ACCTTAGTGT 48i50 

GTTACACACC TGACTTAACA TCTCTAAACT CAGATTGAAA AQAQACOGAA TGTGCAGATT 4920 

CCACAGTCTT AAQCTTTCCC CTTCAGATGT CAGTGTCTGC ATGTGOQAAA GCCATAGCAC 4980 

ACATCTTACC TTTCCAAGTA ATCAGATTGA GAAAACCCTA TGAGTATTCC AGACTACAGA 5040 

GTTTGCCCAA ATCAACTGTA AATGACACTT GTGTAACX3TA TATATAGTGT TTCATGAGGT 5100 

GTATATAAAA TAGCAAATTA TGACAGAACA GTQATCACAT ATATTTGGAT TTATATGATA 5160 

TACAQTTACA GTTTACTCTG CAOAGGTACC TTACCTGQTA TTCTTTGAAT tTTTTTTTTT 5220 

TTTGGAGGAO GAAGAGAGCA ACAAATTTGA TTATATTTTT AAGTGTCTTA GATCCTGAGA 5280 

AAGATTTATT GTGCATTATT TGAACCCTGT CAATATCTTT TTGAGTAATT GTTTTGTTTC 5340 

TTACCCTTAA ATAOTCTTGT GAAGCTGTAQ GCATOATAGA TAACATGGCT TTTACTCCTT 5400 

ACTGTTTGAA AAGATAAGTA CTTTAQCTTC TTTCTGCAGC CATTTCATCT GCACCAACAC 5460 

TTTGGAACCT AATACTGTGT AAGGCTTTAC AATATAGGGA TTGGCTTTTT GTGACCCAGA 5520 

TTGATTGGTT GCCACATGTT ATGTTTGTTG AAGTGGTTCT CATGCAAAAA TATTACACAT 5580 

TTGTGTTCTQ GGTTTTTTTT TTTTTTTAAC CAACTCAATA TGTGTTTGAT GATAGTQAAT 5640 

TGATAAAACC OGAAGCTTTT CCCTGTAAAT CTTACATCTT TGCCTTTAAA GAATGGGTTA 5700 

CAACCATCAC TAGATCACAG TAGTGCCTAA TOAAGGTTGA GAACCGTAOG AGAGGCTCTC 5760 

ATGCTGTAAA TAATGTTGCA GGCTAATAAC CTTTCATCAC TTCCTTTGTG CQCTTCCTGC 5820 

CTTAAGTGAC AAGTAGCAAC ATGOCTTGGG TCCCCTGTGC AGCATCAGCT TATGCTGCCA 5880 

CAAGTCAGTT TGCACTCTAG GTGCCCAGGA GCTAGTATCC TTAGATCTTT CTATCGCTAA 5940 
CTTAATTCTC TTCGTTATTT ATCTGACCCT CTAACTCCAT GTCTAACTTG CATT 

Seq ID KO: 123 Protein sequence 
Protein Accession ft: BAA22956.2 

1 11 21 31 41 51 

I I 1 I- I t . 

VQTLGGWVQP ETRTKEEIIS IiLVLEQYLTI IPEKLKPWVR AKKFENCEKL VTLLENYKEM 60 

YQPEDDNNSD VTSDDDMTRN RRESSPPHSV HSF5GDRDWD RRGRSROMEP RDRWSHTRKP 120 

RSRMPPRDLS LPWAKTSPE MDREDDRDSR AYESRSQDAE SYQNWDLAE DRKPHKTIQD 180 

KMENYRKLLS LGVQLAEDDG HSHMTQGHSS RSKHSAYPST SRGLKTMPEA KKSTHRRGIC 240 

EDSSSKGVIM EKPIKDVSRS 5KSGHARESS DRSQRFPHMS DDNWKDISLN KRESVIQQRV 300 

YBGltAFRGGF RfNSTLVSRK RVLCRKRRYK FDTDGKG5IH DQKGCPRKKP FECGSEMRKA 360 

NSVSSLSSLS SPSFTESQPI DFGAMPYVCD EC8RSFSVIS BFVEHQIMHT REtniYEYGBS 420 

FIHSVAVSEV QKSQVGGKRF ECKDCGETTFN KSAALAEHRK IKARGYLVEC KNQECEBAFN 480 

PSPTFSELQK XYGKDKFYEC RVCKETFLHS SALIEHQKIH FGDDKDNERE HERERERERG 540 

ETFRPSPAUI EFQKMYGKEK MYECKVCGBT PLHSSSLKEH QKIHTRGNPF EMKGKVCEET 600 

FIPGQSLKRR QKTYKKEKLC DFTDGRDAFH QSSBLSEBQK IHSRKNLPEG RQYEKSVIKS 660 

GPFTESQKSH TITRPLESDE DEKAPTISSM PYENQKIPTK ENVYEAKSYE RSVIHSLASV 720 

EAQKSHSVAG PSKPKVMAES TIQSFDAINH QRVRAGGNTS BGREYSRSVI H6LVASKPPR 780 

SHKGNEIiVES NEKQESSIYI SDLNDKRQKI PARENPCEGG SKHRNYEDSV IQSVPRAKPQ 840 

KSVPGEGSGE FKKDGEFSVP 55HVREYQKA RAKKKYIEHR SKETSVIHSL PFGEQTPRPR 900 

GMLYECQEOG ECFAHSSDLT EKQKIHDREK PSGSRNYEWS VIRSLAPTDP QTSYAQQQYA 960 

KEOARNKCKD FRQFFATSED LlTrNQKlYDQ EKSHGEESQG ENTDGEETHS EETHGQBTIE 1020 

DPVIQGSDME DPQKDDPDDK lYECEDOGUS PVDLTDLTDH QKVHSRKCLV DSREYTHSVI 1080 

HTHSISEYQR DYTGEQLYEC PKCOESPIHS SPLFEHQRIH EQDQLYSMKG CDDGFIALLP 1140 

MKPRRNRAAE RNPALAGSAI RCLLCGQGFI HSSALNEHMR LHREDDLLBQ SQMAEEAIIP 1200 

GLALTEFQRS QTEERLFECA VCGESFVNPA ELADHVTVHK MEPYEYGSSY THTSPLTEPL 1260 

KGAIPFYECK DCQKSPIHST VLTKHKELHL EEBEEDEAAA AAAAAAQEVE ANVHVPQWL 1320 

RIQQLKVEAA EPEVEAAEPE VEAAEPEVEA ABPHGEABGP DQEAAEPIGE AGQPNGBAEQ 1380 

PNGDADEFtXS AGIEDPEERA BEPEQKAEEP EGDADBPDOV GIEDPEBGED QBIQVEEPYY 1440 

DCHECTETPT SSTAFSEHLK THASMIIFBP ANAFGBCSGY IBRASTSTGG ANQADBKYFK 1500 
CDVOGQLFND RLSLARHQNT HTG 
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PCTAJS02/19297 



Seq ID NOt 134 DNA sequence 

Nucleic Acid Accession #t NM_007196 

Coding sequence! 180.. 1963 
_ 1 11 21 31 41 51 

5 I I I I I i 

GTTCCCAGAA GCTCCCCAGG CTCTAOTGCA GGAGOAOAAG GAGGAGGAGC AGGAGGTGGA 60 

GATTCCCAGT TAAAAGGCTC CAGAATCQTG TACCAGGCAQ AGAACTOAAG TACTGGGGCC 120 

TCCTCCACTG GGTCCGAATC AGTAGQTQAC CCCGCCCCTG GATTCTaOAA QACXTCACCA 180 

TGGQAOGCCC CCGACCTOGT GOGGCXyUVGA CGTGGATCTT CCTGCTCTTG CTGOGOGGAG 240 

10 ' CCTGGGCAGG ACACTCCAGG GCACAGGAGG ACAAGGTGCT GGGGGGTCAT GAGTGCCAAC 300 

CCCATTOGCA GCCTTGGCAO GCGGCXTTTOT TCCAGGOCCA GCAACTACTC TGTGGCGGTG 360 

TCCTTGTAGQ TGGCAACTGG GTCCTTACAG CTGCCCACTG TAAAAAACOG AAATACACAG 420 

TACGCCTGGG AGACCACAGC CTACAGAATA AAGATGGCCC AGAGCAAGAA ATACCTOTGO 480 

TTCAGTCCAT CCCACACCCC TGCTACAACA GCAGCXSATGT GGAGGACCAC AACCATGATC 540 

15 TGATGCTTCT TCAACTCCGT GAOCAGGCAT CCCTGGGGTC CAAAGTGAAG CCCATCAGCC 600 

TGGCAQATCA TTGCACCCAG CCTGOCCAGA AGTGCACOGT CTCAGGCTGG GGCACTGTCA 660 

CCAGTCCCCG AGAGAATTTT CCTGACACTC TCAACTGTGC AGAAGTAAAA ATCTTTOCCC 720 

AGAAGAAGTG TGAGGATGCT TACCCX5GGGC AGATCACAGA TGGCATGGTC TGTGCAGGCA 780 

GCAGCAAAGG GGCTGACACO TGCCAGGGCG ATTCTGGAGG CCCCCTGGTG TGTGATGGTQ 840 

20 CACTCCAGGG CATCACATCC TGGGGCTCAO ACCCCTOTGG GAGGTCOQAC AAACCTGGCG 900 

TCTATACCAA CATCTGCCGC TACCTGGACT GGATCAAOAA GATCATAGQC AGCAAGQGCT 960 
GATTCTAGGA TAAGCACTAG ATCTCCCTTA ATAAACTCAC AACTCTC 



25 



Seq ID NO: 125 Protein sequence 
Protein Accession ff: NP_009127 

1 11 21 3l 41 51 

I I I I I I 

MGRPRPRAAK TWMFLLLLGG AWAGHSRAQE DKVLGGHECQ PHSQPHQAAL FQGQQLLCGG 60 

VLVGGNWVLT AAHCKKPKYT VRLGDHSLQH KDGPEQEIPV VQSIPHPCYN SSDVEDHNHD 120 

30 LMLLQLRDQA SLGSKVKPIS LADHCTQPGQ KCTVSGWGTV TSPRENFPDT LMCAEVKIPP 180 

QKKCEDAYPG QITDGMVCAQ SSKGADTOQG DSGGPLVCDG ALQGITSWGS DPCGRSDKPG 240 
WTMICHYLD WIKKIIGSKG 

Seq ID NO I 126 DMA sequence 
35 Nucleic Acid Accession NM_014791.1 
Coding sequence: 171.. 2126 

1 11 21 31 41 51 

I I t t I I 

TTG3CGGGCG GAAQCOGCCA CAACCCQGCG ATCGAAAAGA TTCTTAGGAA CGCCGTACCA 60 

40 GCCQCGTCTC TCAOQACAGC AG3CCCCT0T CCTTCTGTCG GGCGCCQCTC AGCCGTGCCC 120 

TCCGCCCCTC AGGTTCTTTT TCTAATTCCA AATAAACTTG CAAQAQQACT ATGAAAQATT 160 

ATGATGAACT TCTCAAATAT TATGAATTAC ATGAAACTAT TGGGACAGGT GGCTTTGCAA 240 

AGGTCAAACT TGCCTGCCAT ATCCTTACTG GAGAGATGGT AGCTATAAAA ATCATGGATA 300 

AAAACACACT AGGGAGTGAT TTGCCCCGGA TCAAAACGGA GATTGAGGCC TTGAAGAACC 360 

45 TGAGACATCA GCATATATQT CAACTCTACC ATGTGCTAGA QACAGCCAAC AAAATATTCA 420 

TGGTTCTTGA GTACTGCCCT GGAGGAGAGC TGTTTGACTA TATAATTTCC CAGGATCGCC 480 

TGTCAGAAGA GGAGACCCGG GTTGTCTTCC GTCAGATAGT ATCTGCTGTT GCTTATGTGC 540 

ACAGCCAGGG CTATX3CTCAC AGGGACCTCA AGCCA6AAAA TTTGCTGTTT GATGAATATC 600 

ATAAATTAAA GCTGATTGAC TTTGGTCTCT GTGCAAAACC CAAGGGTAAC AAGGATTACC 660 

50 ATCTACAGAC ATGCTGTGGG AGTCTGGCTT ATGCAGCACC TGAGTTAATA CAAQGCAAAT 720 

CATATCTTGG ATCAGAGGCA GATGTTTGGA GCATGGGCAT ACTGTTATAT GTTCTTATGT 780 

GTQGATTTCT ACCATTTGAT GATGATAATQ TAATGGCTTT ATACAAGAAG ATTATGAGAG 840 

GAAAATATGA TGTTCCCAAG TGGCTCTCTC CCAGTAGCAT TCTGCTTCTT CAACAAATGC 900 

TGCAGGTGGA CCCAAAGAAA CGGATTTCTA TGAAAAATCT ATTGAACCAT CCCTGGATCA 960 

TGCAAGATTA CAACTATCCT GrPGAGTGGC AAAGCAAGAA TCCTTTTATT CACCTCGATG 1020 

ATGATTGCGT AACAGAACTT TCTGTACATC ACAGAAACAA CAGGCAAACA ATGGAGGATT 1080 

TAATTTCACT GTGGCAGTAT GATCACCTCA CGGCTACCTA TCTTCTGCTT CTAGCCAAGA 1140 

AQQCTCGGGG AAAACCAGTT OGTTTAAGGC ' m V iT C m ' CTCCTGTGGA CAAGCCAGTG 1200 

CTACCCCATT CACAGACATC AAQTCAAATA ATTGGAGTCT 6GAAQATGTG ACOGCAAGTG 1260 

ATAAAAATTA T6TGGCGGGA TTAATAGACT ATGATTGGTG TGAAGATGAT TTATCAACAG 1320 

GTGCTGCTAC TCCCCGAACA TCACAGTTTA CCAAGTACTG GACAGAATCA AATGGGGTGG 1380 

AATCTAAATC ATTAACTCCA GCCTTATGCA GAACACCTGC AAATAAATTA AAGAACAAAG 1440 

AAAATGTATA TACTCCTAAG TCTGCTGTAA AGAATGAAGA GTACTTTATG TTTCCTGAGC 1500 

CAAAGACTCC AGTTAATAAG AACCAGCATA AGAGAGAAAT ACTCACTACG CCAAATCGTT 1560 

ACACTACACC CTCAAAAGCT AGAAACCAGT GCCTGAAAGA AACTCCAATT AAAATACCAG 1620 

TAAATTCAAC AG6AACAGAC AAGTTAATGA CAGGTGTCAT TAGCCCTGAG AGGCGGTGCC 1680 

GCTCAGTGGA ATTGGATCTC AACCAAGCAC ATATGGAGGA GACTCCAAAA AGAAAGGGAG 1740 

CCAAAGTGTT TGGQAGCCTT QAAAGGGQGT TGGATAAGGT TATCACTGTG CTCACCAGGA 1600 

GCAAAAGGAA G6GTTCTGCC AGAGACGGGC CCAGAAGACT AAAGCTTCAC TATAATGTGA 1860 

CTACAACTAG ATTAGTGAAT CCAGATCAAC TGTTGAATGA AATAATGTCT ATTCTTCCAA 1920 

AGAAGCATGT TGACTTTGTA CAAAAGGGTT ATACACTGAA GTGTCAAACA CAGTCAGATT 1980 

TTGGGAAAOT GACAATGCAA TTTGAATTAG AAGTGTGCCA OCTTCAAAAA CCCGATGTGO 2040 

TGGGTATCAG GAGGCAGCGG CTTAAGGGOO ATGCCTGGGT TTACAAAAQA TTAGTGGAAG 2100 

ACATCCTATC TAGCTGCAAG GTATAATTGA TGGATTCTTC CATCCTQCCQ QATGAOTGTG 2160 

75 GGTGTGATAC AGCCTACATA AAGACPGTTA TGATCGCTTT QATTTTAAAG TTCATTGGAA 2220 

CTACCAACTT GTTTCTAAAG AGCTATCTTA AGACCAATAT CTCTTTGTTT TTAAACAAAA 2280 

GATATTATTT TGTGTATGAA TCTAAATCAA GCCCATCTGT CATTATGTTA CTGTCTTTTT 2340 

TAATCATGTG GTTTTGTATA TTAATAATTG TTGACTTTCT TAGATTCACT TCCATATGTG 2400 

AATGTAAGCT CTTAACTATC TCTCTTTGTA ATGTGTAATT TCTTTCTGAA ATAAAACCAT 2460 
TTGTGAATAT 



55 
60 
65 
70 



80 



Seq ID NOt 127 Protein sequence 

Protein Accession tft NP_055606.1 
^^1 11 . 21 31 41 51 

85 i I I . 1 I I 
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MKDYDELLKY YELHETIGTG GFAKVKLACH ILTGEMVAIK IMDKNTLGSD LPRIKTEIEA 60 

LKNLRHQHIC QLYHVLETAN KIFMVLEYCP GGBLFDYIIS QDRLSEEETR WPRQIVSAV 120 

AYVHSQGYAH HDLKPEKLLF DEYHKLKliID FGLCAKPKQN KDYKLQTCCG SIAYAAPELI 180 

QGKSYLGSEA DVWSMGILLY VU4C0FLPFD DDHVMALYKK IM&GKYDVFK HLSPSSILUj 240 

QQMLQVDFKK RXSMKNLLNH PWIMQDYKYP VEWQSKNPPZ HLODDCVTEL SVHKRNimQT 300 

MEDLISLWQY DHLTATYLLL LAKKARGKPV RUILSSPSOQ QASATPPTDI KSNNWSLEDV 360 

TASDKNYVAG LIDYDWCEDD LSTGAATPRT SQPTKYWTES N6V&SK5LTP ALCRTPANKL 420 

KNKENVYTPK SAVKNEBYFM FPEPKTPVNK NQHKREILTT PNRYTTPSKA RNQCLKETPI 480 

RIPVNSTGTD KLMTGV2SPS RRCRSVELDL KQAEMEETPX RKGAKVFGSL ERGLDKVITV 540 

UTRSKRKGSA RDQPRRLKLH YNVTTTRLVN PDQLLNEIMS ILPKKHVDFV QKGYTUCCQT 600 
QSDPGKVTKQ FELBVCQIjQK PDWOIRRQR LKGDAWVYKR LVEDILSSCK V 

Seg ID NO: 128 DNA sequence 

Nucleic Acid Accession #i EOS sequence 

Coding seq[uence: 169-1323 

1 11 21 31 41 51 

i I I I I ) 

GGGATCCTTT CTGQAATGGA GGTCTTATGA GCTGCTATTO AACACGGCAO AGCCTOTTGG 60 

TGACCTGCAC ACAGGAGCCC TCCAGTCAGT ACTGATTGAA TTACTCAAGG CTGCCTCTCT 120 

GCAAAGTTGA GCACTACAGG ACGTCGGGAC TGGGCATTTC CTTCCAACAT GGCCGCCACT 180 

GCCTCTCCGC AGCCACTCGC CACTGAGQAT GCCGATTCTQ AGAATAGCAG CTTCTATTAC 240 

TATGACTACC TGGATGAAGT GGCCTTCATQ CTCTGCAGOA AGGATGCAGT GGTGTCCTTT 300 

GGCAAAGTCT TCCTCCCAGT CTTCTATAGC CTGATTTTTG TGTTGGGCCT CAGCGGGAAC 360 

CTCCTTCTTC TCATGGTCTT GCTCOGTTAC GTGCCTCGCA GGCGGATGGT TGAGATCTAT 420 

CTGCTGAATC TGQCCATCTC CAACCTTCTG TTTCTGGTGA CACTQCCCTT CTGGGGCATC 480 

TCCXJTGGCCT GGCATTGGGT CTTaSGGAOT 'ftCTTGTGCA AGATGGTGAG CACTCTTTAT 540 

ACTATTAACT TTTACAGTGG CATCTTTTTC ATTAGCTGCA TGAGCCTGGA CAAGTACCTG 600 

GAGATCGTTC ATGCTCAGCC CTACCACAGG CTGAGGACCC GGGCCAAGAG CCTGCTCCTT 660 

GCTACCATAG TATGGGCTGT GTCCCTGGCC GTCTCCATCC CTGATATGGT CTTTGTACAG 720 

ACACATGAAA ATCCCAAGGQ TGTGTGGAAC TOCCACGCAG ATTTCGGCGG GCATGQGACC 780 

ATTTGGAAGC TCTTCCTCCG CTTCCAGCAG AACXTTCCTAG GGTTTCTCCT TCCACTCCTT 840 

GCCATGATCT TCTTCTACTC CCGTATTGGT TGTGTCTTGG TGAGGCTGAG GCCCGCAGGC 900 

CAGQGCCGGG CTTTAAAAAT AGCTGCAGCC TTGGTGGTGG CCTTCTTCGT GCTATGGTTC 960 

CCATACAATC TCACCTTOTT TCTQCATAOG CTGTTGGACC TGCAAGTATT CGQGAACTGT 1020 

GAGGTCAGCC AGCATCTAGA CTACGCACTC CAGGTAACAG AGAGCATCGC CTTCCTTCAC 1080 

TGCTGCTTTT CCCCCATCCT GTATGCCTTC TCCAGTCACC GCTTCCGCCA GTACCTGAAG 1140 

GCTTTCCTGG CTGCCGTGCT TGGATGGCAC CTGGCACrTG GCACTGCCCA GGCCTCATTA 1200 

TCCAGCTGTT CTGAGAQCAG CATACTTACT GCCCAAGAGG AAATGACTGG CATGAATGAC 1260 

CTTGGAGAGA GGCAGTCTGA GAACTACCCT AACAAGGAGG ATQTGGGGAA TAAATCAQCC 1320 

TGAGTGACCA AATTTTGGTC TGGTGGGAAC AGATGGGAAC CAGCTCAATT GGGTGTCCAC 1380 

TCAAAGTGCT CTCTCCAGGG GCCTCAGTGA CTGTGTTGCT AAACCCAGTG GTCAGTTCTC 1440 

AGTTCTCAGC CATCAGCAGC ATTTGCTCGC CCCGCCTTCT TCCTCCACTT TCTTCACTTG 1500 

CTTCCAOQAT ACXACGCTTT CTTTTCTGAA TTGCTACAAT CTTTCTTCCT TCCTTCCTTG 1560 

CTTCCTTCCT TCCTTCCTTC CCTCTCTCCC TCCCTCCCTC CCTCGCTTCT TCCCTTCCTC 1620 

CTTTCCTCCC TTCCTACTTT CXTTTCCTTCC TTCTGACAGQ GTCTTGCTCT ATTGCTCTOT 1680 

CACCCAGGCT GGAATGCAGT GGCGAGATCT CCGCTCACTG TAGCCTCCTC CCCCTGGGTT 1740 

GAAGCAATTC TCATGCCTCA GCCTCCCAAQ TAGCCAGGAC TATAGGCACC TGCCACCATG 1800 

CCTGGCTAAT TTTTGTATTT TTTTTCTTTC TTTCTTTCTT TTCTTTTTTT TTTTTTTTTG 1860 

AGACGGAGTC TCACTCTTGT TQCCCAGGCT GGACAACAAT GGCGCGATCT CGGCTCACTG 1920 

CAACCTCCAC CTCCCCSGATT CAAGCGATTC TCCTGCCTCA GCCTCCTGAG TAGCTGQAAC 1980 

TACATGOGCG TGCCACCACG CACAGCTAAT TTTTATAATT TTAGTAGAGA TGGGGTTTCA 2040 

CTGCGTTGGC CAGGATGATC TCGATCTCTT GACCTTGGGA TCCACCXX3CC TTGGCCTCCC 2100 

AAAGTGCTGG GATTACAGGT GTGAGCCACC ATGCCTGGCC CTAATTTTTG TGTTTTTATT 2160 

AGAAACAGAG TTTCACCATG TTGGCCAGGC TGQAGAATTG CTGTAATAGT TTTCCAACTG 2220 

GCCCCTGTCC TTCCTCTCTC TTGCTCTCCT CXXZATCTCAT CTGCACCTAG CAGCXAQAGT 2280 

GATCCT6ATA CTCTCGGCCT TTACTTCCGC CTCCCTCAGA GCAGCAGCCT GTCAAAACAC 2340 

CAGATTACAA CAAATTTAGT TTAAAQGTCT CAATTAGCGT TATTGGCAAT TCTAGAATCA 2400 

GGCAACAGAC TCATTGAATC AGGAACAGAT TCACTCCATA AAATACAGAG AGTGCTGCAA 2460 

TGAGCTGGGT AGAAGAGGTT AGTTTTATAG ACAGGAAGGG GCTGTCAAAG GCAGAAAGAA 2520 

ATGAAGAACA AAAAAAAAGA TTGATTTTTT TTTTTTTGAQ ACAGGATCTC ACTCTGTCAT 2580 

CCAGGCTGAA GTCCAATCCC ACAATCATGG CTCACTGCAG CCACCACCTC CTGAGCTCAA 2640 

GTGATCCTCC CATCTAAGCC CCCAAGTAOC TAGOACTACA GOAGCACACC ACCACACX^XS 2700 

GCTAATTTTT GTATTTTTTG TGGAGACAGG GTCTCAGTAT GTTACCCAGG TTGGACTQGA 2760 

AACCCTTGGC TCAAGCAATT TGCCTGCCTC AGCCTCCCAA AGTGCTGOGA TTACAGGCGT 2820 

GAGCCACTGC ACAGGGCCAG ATTCATCATT TCAAAGTTAC TTTCTATATG CGGCCGGAAC 2880 

AGGGTGGTTQ ACATCAGTTT TCTTCAGGTT ACTTTTTAAT AATGATTAAA ACX3GGGAACT 2940 

TCATTATCAT QAQCATGGTT ACTGTCTGCA TTATTACGCC AACTQAAACT GTCATGTTTG 3000 

GGAATTTGGC TGTTAACTCT GTCTCCAGGA GTCTCAAAGG TCAGATAACA ACTTAGTTTT 3060 

GGTTTGAGGA CATGGAACTT TAATACGACA GATTCCATTT TGGTTTGGTC TGGTCAGCTG 3120 

GGACCTAGTG CAGGAGGTTA GTCCAAAACA ATGGCCTTCC ATAGTTTTTA CTTAACAAGC 3180 

CCAACTCCTT ACGGTAATCC TTTAAGGCXTT ATOTGATCTG CCCTCACCCT GGCTACACTC 3240 

TTTGCCCTTA TGTCCACCAG CtjrrCXyiQTGC TCCAGACACA ACTGATCTCA AATACTCCTG 3300 

ACACATCCCC CTGGGGATTC CTCTTCCTGQ ATTGCTCTCC TCTCAGCTGT CTGCTTGGCT 3360 

CACTCTCTCA CXTTCTGAGG TCTTAGCTCA GATACCACCT TTCACTCACC TGTCCAACCT 3420 

ATTTAACACA AACTGGCCXyk TCTCTGACGC TCCTGATCTT CCTGATGCTC TATTTTTAAA 3480 

TTTTTTCAAT AGTGCTTATT TCTTTCAGAC ATTGTATATG TTTCTCCTAT TTGTGATGTT 3540 

CAGTGGCTAC TGTCCCCACC CACATTQTCC CAGQTGAATT CCACAAGGTA GGGATCTTGQ 3600 

TTAGGCTCAC TGCTGTACCC AACCCCCTAA CACAGGGCCT GGTGTGTAGG TTTTCAGAAA 3660 

GTATCTOTAA AATGCATGGG TGGAGGAGGG AGCATTTTCC TTCTGGCACT GCTGGGGAAA 3720 

AAGAACCTAA GQCCCTCCAC TCACCAGGGT TCCACATTCT CTGTAGTCCA GCTGGGAAAT 3780 

GCTATTAAAA GGACCATTCT CGTAGCCTTQ ATGGTGGACC CAGCATCTGG CAATCAGGAG 3840 

GGCCTTQAAG TACTCTGCCT AGGGAATGTC CCAGGACCAT ATACAGTCTG CAGAAGGAGG 3900 

CAGTGAACAC ACTTGGCCTA GGCCCCATCT CAGGAGCCTT CACATCTCCC TGGGACCTGC 3960 

ACAATCAAGT CCAAAATCTT TGTCTGATGT CAAGGCTAGG GCTTTTGCAA ATAGGATCCC 4020 

ATACATCTTC CAGCCCTCAT ACTCCTCCAC TCCCTTTTCA TTTCCTGAAC ATTCCAACTT 4080 
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CTATQCCTTT GCTCTTGTGG GCTOCCTCAT OTAATTAGCiA TAATTTCCAO CCAGGTATTC 4140 

CCTCACCCTT GTTTTACAAC TGAATCCXJIC TTTCTCTGGG ACTCCACTGC TTGGTCACTC 4200 

TGCCCTGTGC TTTGAGAGGA GGTTGGGTGO AGCATGGGAC ATGGGCCATT TACTOCCTTC 4260 

ACATTTCCCT GGTCACGGTG ATTTTTTTAG GGQTGOGCAC ATGACCTAGG TAGAGCCAAT 4320 

GAAGTGCAAT ATCACTAGAA CATGTQAGAA GAGAG6CATG AAACOQAAGC TGAOAGGGTr 4380 

TGAGATCTGO AGCTACTCCT TCCTCCACCC AAACTTCAOA AGGTGAAC3GA GATAQTGCAT 4440 

GTGAQTQAGC AGATCCCX3A0 GGCACTGTTT GAGCCTCAOA ATCAAAGCAC TTCTGAAGCT 450 0 
AGTCCCAATC TTGQATTCGA CAGTTACAAG AACCAATAAA TTCCTTTOCT TOTOG 

Seq ID KOi 129 Protein sequence 
Protein AccesBion NP_001287.2 
1 IX 21 

I i I 

MAATASPQPL ATEDADSENS SFYYYDYLDB 
liSGNLLLUIV LLRYVPRRRM VEIYLLmiAI 
STLYTINFYS GIPPISCMSL DKYLBIVHAQ 
VFVQTHENPK GVWNCHADFG GHQTIWKLFL 
RPAGQGRALK lAAALWAPF VLWFPYNLTL 
APIiHCCFSPI LYAPSSHRPR QYLKAPLAAV 
GMNDLGERQS ENYPKKEDVG NKSA 

Seq ID NOt 130 DNA sequence 
Nucleic Acid Accession Ht NM_002774 
Coding sequence: 246.. 9B0 

1 11 21 31 41 SI 

I 1 I I" I I 

AGGCGGACAA AGCCCGATTG TTCCTGGGCC CTTTCCCCAT CGCGCCTGGG CCTGCTCCCC 60 

AGCCOGGGGC AGGGGCGGGG GCCAGTGTGG TGACACAOGC TGTAGCTGTC TCCCCGGCTG 120 

GCTGGCTCGC TCTCTCCTGG GGACACAGAG GTCGGCAGGC AGCACACAGA GGGACCTACG 180 

GQCAGCTGTT CCTTCCCCCG ACTCAAGAAT CCCCGGAGGC COSGAGGCCT GCAGCAGGAG 240 

CGGCCATGAA GAAGCTGATO GTGGTGCTOA OTCTGATTGC TGCAGCCTGG GCAGAGGAGC 300 

AGAATAAGTT GGTGCATGGC GGACCCTGCG ACAAGACATC TCACCCCTAC CAAQCTGCCC 360 

TCTACACCTC GGGCCACTTG CTCTGTGGTG GGGTCCTTAT CCATCCACTG TGGGTCCTCA 420 

CAGCTGCCCA CTOCAAAAAA CCGAATCTTC AGGTCTTCCT GGGGAAGCAT AACCTTCGGC 480 

AAAGGGAGAQ TTCCCAGGAO CAGAOTTCTG TTGTCCGGGC TGTGATCCAC CCTGACTATG 540 

ATGCCGCCAG CCATGACCAG GACATCATGC TGTTGOGCCT GGCACGCCCA GCCAAACTCT 600 

CTGAACTCAT CCAGCCCCTT CCCCTGGAGA GGGACTGCTC AGCCAACACC ACCAGCTGCC 660 

ACATCCTGGG CTGGGGCAAG ACAGCAGATG GTGATTTCCC TGACACCATC CAGTGTGCAT 720 

ACATCCACCT GGTGTCCCGT GAGGAGTGTG AGCATGCCTA CCCTGGCCAG ATCACCCAGA 780 

ACATGTTGTG TGCTGGGGAT GAGAAGTACQ GGAAGQATTC CTGCCAGGGT GATTCTGGGG 840 

GTCCGCTGGT ATGTGGAGAC CACCTC06AG GCCTTGTGTC ATGGGQTAAC ATCCCCTGTQ 900 

GATCAAAGGA GAAGCCAGGA GTCTACACCA ACGTCTGCAG ATACACGAAC TGGATCCAAA 960 

AAACCATTCA GGCCAAGTGA CCCTGACATG TGACATCTAC CTCCCGACCT ACCACCCCAC 1020 

TGGCTGOTTC CAGAACGTCT CTCACCTAGA CCTTOCCTCC CCTCCTCTCC TGCCCAGCTC 1080 

TGACCCTGAT GCTTAATAAA CGCAGCGACG TGAGGGTCCT GATTCTCCCT GQTTTTACCC 1140 

CAGCTCCATC CTTGCATCAC TGGGGAGGAC GTGATGAGTG AGGACTTGGG TCCTCXJGTCT 1200 

TACXCCCACC ACTAAGAGAA TACAGQAAAA TCCCTTCTAG GCATCTCCTC TCCCCAACCC 1260 

TTCCACACOT TTGATTTCTT CCTGCAGAGO CCCAGCCACG TOTCTGGAAT CCCAGCTCCG 1320 

CTGCTTACTG TCGGTGTCCC CTTGGGATGT ACCTTTCTTC ACTGCAGATT TCTCACCTGT 1380 

AAGATGAAGA TAAGGATGAT ACAQTCTCCA TCA6GCAGTG GCTGTTGOAA AGATTTAAGA 1440 

TTTCACACCT ATGACATACA TGGGATAGCA CCTGGGCCGC CATGCACTCA ATAAAGAATG IS 00 
TATTTT 

Seq ID NO: 131 Protein sequence 
Protein Accession #: NP_002765 

1 11 21 31 41 51 

111)11 

MKKLMWLSL lAAAWAEEQN KLVHGGPCDK TSHPYQAALY TSGHLLCGGV LIHPLWVLTA 60 

AHCKKPNLQV FLGKHNhRQR ESSQEQSSW RAVIHPDYDA ASHDQDIMLL RLARPAKLSB 120 

LIQPLPLERD CSANTTSCHI LGWGKTADGD PPDTIQCAYI HLVSREECEH AYPGQITQNM 180 

LCAGDEKYGK DSCQGDSGGP LVCGDHLRGI, VSWGNIPCGS KEKPGVYTNV CRYTNWIQKT 240 

IQAK 

Seq ID NOt 132 DNA sequence 

Nucleic Acid Accession #t AY038071,1 

Coding sequence) 1..1685 

1 11 21 31 41 51 

I I I I I I 

ATGAGCAATC AGTACCAGGA GQAGGGCTGC TCCGAGAGGC CCGAGTGCAA AAGTAAATCT 60 

CCAACTTTGC TCTCCTCCTA CTGCATOGAC AGCATCCTGG GCCGGAGGAG CCCGTGCAAA 120 

ATQCGGTTGC TGGGAGCOGC GCAGAGCTTG CCTGCTCCGC TGACCAGCOG CGCCGACCCG 180 

GAAAAGOCCG TGCAAOGCTC CCCTAAOAGC AGCAGCOCCC CGTTCGAGGC CGAGCTGCAC 240 

CTGCCGCCCA AGCTGOGGOG CCTQTAOGGC CCGGGCQGGG GCCQCCTCCT TCAGGGTQOG 300 

GCAGCGGCGG OGGCGGOSGC GGOGGCGGCG GCGGCAGCGG CCGCCACGGC CACGGOGGGT 360 

CCACGOGGGG AGQCCCCTCC GCCGCCACCG CCAACCGCGC GGCCCGGGGA ACGGCCGGAC 420 

GGCGCAGGGG CCGCCGCGGC AGCCGOOGCC GCOGCCGCCG CGGCCTGGGA CACGCTCAAG 480 

ATCAGCCAGG CGCOGCAGGT GAGCATCAGC CGCAOCAAGT CGTACCGOGA GAACGGGGCG 540 

CCCTTCGTGC CGCCGCCGCC CGCGCTGGAC GAGCTGGGOG GCCCGGGOGG OGTCAOGCAC 600 

CCGGAGGAGC GCCTCGGOGT GGCCGGCGGC CCGGGCAGCG CCCCGGCTCC GGGTGGTGGC 660 

ACCGGCACCG AGGACGACGA GGAGQAOCTG CTGGAGGAOG AAGAAGATGA GGAOGAGGAA 720 

QAGGAACrOC TGGAGGACGA CGAGQAGGAG CTQCTGGAGG ACGACGCCCG OQCGCTGCTC 780 

AAGGAGCCCC OGCGCTGTCC TGTGGCCGCC ACTGOCSGCCG TOGCCGCAGC AGCTGCOGCT 840 

GCAGTGGCCA CAGAGGGCGG GGAGCTGTCA CCCAAQGAGG AGCTGCTQCT GCACCOGOAA 900 

GACGCTGAGG GCAAGGACGG CGAGGACAGC GTGTGCCTCT CTGOGGGCAQ CGACTOGQAO 960 

GAGGGGCTGC TGAAAGGCAA ACAOAGGCGC TACGGCACCA OGTTCACCAG CTACCAGCTG 1020 



31 41 51 

I I I 

VAFMLCRKDA WSPGKVFLP VFYSLIFVLG 60 

SNLLFLVTLP FWGISVAWHW VFGSFLCKMV 120 

PYHRLRTRAK SLLLATIVWA VSLAVSIPDM IBO 

RFQQNLXiGFL LPLLAMIFFY SRIGCVLVRL 240 

FLHTLLDLQV FGNCEVSQHl. DYALQVTESI 300 

LGWHLAPGTA QASLSSCSE8 SILTAQEEMT 360 
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GAGGAACTGG AGCQGQCCTT CCAGAAGAOG CACTACCCGG ACGTCTTCAC CAGGGAGGAA 1080 

CTGGCCATGA GGCTGGACTT GACCGAGGCC OOAGTCCAGG TCTGGTTCCA GAACCGTCXW il40 

GCCAAGTGGC GCAAGCX3GGA GAAGGCA6GC OGGCAGACCC ACCCCCCT66 GCTOCCCTTC 1200 

CCGGGGCCGC TCTCOGCCAC CCACCCGCTC AGCCCCTACC TGGACGCCAG CCCCTTCCXTT 1260 

CCGCACCACC CGGCGCTCGA CTCCGCTTGG ACTGCOGCTG CCGCOSCOGC 0GCXX3CCGCC 1320 

TTCXXXSAGCC TACCTCOGCC TCOGGOCTCG GCCAGCCTGC CGCCCAGOGG GGCGCCGCTG 1380 

GGCCTGAGCA CTTTCCTOGa AGOGOCAGTG TTCOSACACC CAGCITTCAT CAGCCCOOCA 1440 

TTOGGCAOGC TCTTTTCCAC AATGGCCCCC CTGACCAGCG CGTOGACOGC OGCOGCQCTC 1500 

CTGAGACAGC CCACACCCGC CGTGGAGGGC GCAGTGGCAT CGGGOGCCCT GGCGGACCOQ 1560 

GCCACGGCGG CCX^CAGACAG ACGCXKXTCT AGCATAGCCG OGCTGAGGCT CAAGGCCAAG 1620 

GAGCACGCGG CGCAGCTCAC GCAGCTCAAC ATCCTGCCGG GCACCAGCAC GGGCAAGGAG 1680 
•GTGTGC 

Seq ID KOt 133 Protein sequence 
Protein Accession #i AAK93901.1 

1 11 21 31 41 51 

I I i I I I 

M5NQYQBEGC SERPECKSKS PTLLSSYCIO SILGRRSPCK MRIjLGAAQSL PAPLTSRADP 60 

EKAVQGSPKS 8SAPFEAELK LPPKLRRLYG PGGGRLLQGA AAAAAAAAAA AAAAATATAG 120 

PRGEAPPPPP PTARPGERPD GAGAAAAAAA AAAAAWDTLK ISQAPQVSIS RSKSYREMGA 180 

PFVPPPPAIiD ELGGPGGVTH PEERLGVAGO PGSAPAAGGG TGTEDDEEEL LEDEEDEDEB 240 

EELLEDDEEE LLEDDARAUj KEPRRCPVAA TGAVAAAAAA AVATEGGELS PKEELLLHPB 300 

DAEGKDGEDS VCLSAGSDSE EGLLKRKQRR YRTTPTSYQL EBLERAFQKT HYPDVFTREE 360 

LAMRLDLTEA RVQVWFQNRR AKWRKREKAG AQTHPPGLPF PGPLSATHPL SPYliDASPFP 420 

PHHPALDSAW TAAAAAAAAA PPSLPFPPGS ASLPPSGAPL GLSTFLGAAV FRHPAFISPA 480 

FGRLFSTMAP LTSASTAAAL LRQPTPAVEG aVASGALADP ATAAADRRAS SIAALRLKAK 540 
EHAAQLTQLK ILPGTSTGKE VC 

Seq ID NO: 134 DMA sequence 

Nucleic Acid Accession # : CAT cluster 

1 11 21 31 41 51 

I I I I I I 

PPYTTTTTTT TTTTTTTAAA GCAGATCATC TCTCCAAATC ATCACTTCTA TCAAGCCTAT 60 

TGCTTGAGCA GTGTTATAGC ACTCAGCCCT CAGGGCAAAG ATAAGTCTTG ACCATTGTCA 120 

CACGTAGCAC ACACATATTC AGCCATATCA TGCTGAATGG GAATACAGGA CTTTGTAGAA 180 

ACAGAACTQA TTCCTGCAGA ATATCCTQAQ ATACTTATCA AGCTGTTAAA GGAGACATCA 240 

GTCTTTTGTC TGTATTGCCC TTGACACXTTC CTCAAGGAAA GTATCTAGAA ATTCTTTGTC 300 

TTCTGAAGAA CCCTCAGACC TCTTAGGTCT AATGTAGGTT AAGTGCCCTG CAOATCTCCC 360 

TAGAATAGAA AAGCACCTTG AAAACTGTAG TCTGACTTAA TAGACACAAA TATAATGAAA 420 

GCACTAATTC ATAAGATCCT GTTATTTGAA GGAAAAAGCA GCAAAAGGCA CAAGCTTCAG 480 
ATATTGGTCT TGCACAGGAA AAAQCTGGAA TTCTACC 

Seq ID NO: 135 DNA sequence 
Nucleic Acid Accession #: NM_006799 
Coding sequence: 19.. 963 

1 11 21 31 41 51 

I I I I I I 

GCCGCGGGAG AGGAGGCCAT GGGCGCGCGC GGGGCGCTGC TGCTGGCGCT GCTGCTGGCT 60 

CGGGCTGGAC TCAGGAAGCC GGAGTCGCAG GAGGCGGCGC CGTTATCAGG ACCATGCGGC 120 

CGACGGGTCA TCACGTCGOG CATOOTGGGT GGAGAGGACG CCGAACTCGG GCGTTGGCCG 180 

TGGCAGQGQA GCCTOCGCCT OTGGGATTCC CAOGTATGCXS QAGTGAGCCT GCTCAGCCAC 240 

CGCTGGGCAC TCACGGCGGC GCACTGCTTT GAAACCTATA GTGACCTTAG TGATCCCTCC 300 

GGGTGGATGG TCCAGTTTGG CCAGCTGACT TCCATGCCAT CCTTCTGGAG CCTGCAGGCC 360 

TACTACACCC GTTACTTCGT ATCGAATATC TATCTOAGCC CTCGCTACCT GGGGAATTCA 420 

CCCTATGACA TTGCCTTGGT GAAGCTGTCT GCACCTGTCA CCTACACTAA ACACATCCAG 480 

CCCATCTGTC TCCAGGCCTC CACATTTGAG TTTGAGAACC GGACA3ACTG CTGQGTOACT 540 

GGCTGGGGGT ACATCAAAGA GGATGAGGCA CTGCCATCTC CCCACACCCT CCAGGAAGTT 600 

CAOGTCQCCA TCATAAACAA CTCTATX3TQC AACCACCTCT TCCTCAAGTA CAGTTTCOGC 660 

AAGGACATCT TTGQAGACAT GGTTTGTGCT GGCAATGCCC AAGGCGGGAA GGATGCCTGC 720 

TTOGGTGACT CAGGTGGACC CTTGGCCTGT AACAAGAATG GACTGTGOTA TCAQATTOaA 780 

GTOGTGAGCT GGGGAOTGGG CTGTGGTCGG CCCAATCGGC CCGGTGTCTA CACCAATATC 840 

AGCCACCACT TTGAGTGGAT CCAGAAGCTG ATGGCCCAGA GTGGCATGTC CCAGCCAGAC 900 

CCCTCCTGGC CGCTACTCTT TTTCCCTCTT CTCTGGGCTC TCCCACTCCT GGGGCCGGTC 960 

TGAGCCTACC TGAGCCCATG CAGCCTGGGG CCACTGCCAA GTCAQGCCCT GGTTCTCTTC 1020 
TQTCTTQTTT GGTAATAAAC ACATTCCAGT TGATGCCTTG CAGGGCATTC TTCAAAA 

Seq ID HO: 136 Protein sequence 
Protein Accession #: NP_006790 

1 11 21 31 41 51 

I I I I I I 

KGARGALLLA LLLARAGLRK PESQEAAPLS GPCGRRVITS RIVGGEDAEL GRWPWQGSLR 60 
LWDSHVCGVS LLSHRWALTA AHCFETYSDL SDPSGWMVQF GQLTSMPSFW SLQAYYTRYF 120 
VSNIYLSPRY UaJSPYDIAL VKLSAPVTYT KHIQPICLQA STPEFENRTD CWVTGWOYIK 180 
EDEALPSPHT U}EVQVAIIN NSMOffiLFLK YSFRRDIFGD MVCAGNAQGG KDACFGDSGG 240 
PLACNKNGLW YQIGWSWGV GCGRPNRPGV YTNISHHFEH IQKUIAQSGM SQPDPSWPUi 3 00 
FFPLLWALPL LGPV 

Seq ID NO: 137 DNA sequence 

Nucleic Acid Accession St Eos sequence 

Coding sequence t 1 . . 93 9 

1 11 21 31 41 51 

I I I I I I 

ATGGGOGOGC GCGGGGOGCT GCTGCTQGCQ CTGCTGCTG6 CTOGGGCTGG ACTCAGGAAG 60 

CCGGRGTOGC AGGAGGCGGC GCCCTTATCA GGACCATGCQ GCCGAOGGGT CATCACGTOQ 120 

CGCATCGTGG GTGQAGAGGA CGCOGAACTC GGGCGTTGGC CGTGGCAGGG GAGCCTGCGC 180 
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CTGTGGGATT CCCACGTATG CX3GAGTGAGC CTGCTCAGCC ACCGCTGGGC ACTCACGGOG 240 

GCGCACTGCT TTGAAACTGA CCTTAGTGAT CCXTCCGGGT GGATGGTCCA GTTTGGCCAG 300 

CTGACTTCCA TGCCATCCTT CTGGAGCCTG CAGQCCTACT ACACCCCTTA CTTOGTATCG 360 

AATATCTATC TGAGCCCTOG CTACCTGGGQ AATTCACCCT ATGACATTGC CTTGGTGAAG 420 

CTGTCTGCAC CTGTCACCTA CACTAAACAC ATCCAGCCX:A TCTGTCTCCA GGCCTCCACA 480 

TTTGAGTTTG AGAACCGGAC AGACTGCTGQ GTGACTGGCT GGQGGTACAT CAAAOAGCJAT S40 

GAGGCACTGC CATCTCCCCA CACCCTCCAQ GAAGTTCAGG TOGCCATCAT AAACRACTCT €00 

ATGTGCAACC ACCTCTTCCT CAAOTACAGT TTCOGCAAGG ACATCTTTGG AOACATGCSTT 660 

TQTQCTGGCA ATGCCCAAGG CXSQQAAGQAT GCCTGCTTOa GTGACTCAGG TGGACCCTTG 720 

GCCTGTAACA AGAATGGACT C7PGGTATCAG ATTGGAGTOG TCAGCTGGGG AGTGGGCTGT 780 

GGTCGGCCCA ATCGGCCCGG TGTCTACACC AATATCAGCC ACCACTTTGA GTGGATCCAG 840 

AAGCTGATGG CCCAGAGTGQ CATGTCCCAG CCAGACCCCT CCTGGCCACT ACTCTTTTTC 900 
CCTCTTCTCT GGGCTCTCCC ACTCCTGGGG CCGGTCTGA 

Seq ID NO: 13 B Protein sequence 
Protein Accession ft : Bos sequence 

1 11 21 31 41 51 

I 1 I i i I 

MQARQALLLA LLLARAGUIK PESQEAAFLS OPOQRRVITS RIVGGEDAEL GRKPHQGSLR 60 

LWDSHVCGVS LLSHRWALTA AHCFETDLSD PSGWMVQFGQ LTSMPSFWSL QAYYTRYFVS 120 

NXYLSPRYUJ NSPYDIALVK LSAPVTYTKH IQPICLQAST PEFEKRTDCW VTGWGYIKED 180 

EALPSPHTLQ BVQVAIIKNS MOOILFLKYS FRKDIPGOKV CAGKAOGGJO) ACFGDSGGPIi 240 

ACNKNGLWYQ IGWSWGVGC GRPNRPOVYT NISHHFEWIQ KLMAQSGMSQ PDPSWPLLFF 300 
PLLWALPLLG PV 

Seq ID NO: 139 DNA secjuence 
Nucleic Acid Accession #: NM_014344 
Coding sequence: 131.. 1444 

1 11 21 31 41 51 

I I I I I I 

GCGGCCGCGA TGGGGCCQAA GCGCCCGAAG CCCCGGAGCC CACAAACTGC CGGGCCCGCC 60 

TCGCCGCCGG QACCOOGGTG CCTGGGCTCG 6CTTGAAG0G GOGGCQGOGC ACCQOCACAQ 120 

CXX3CGGGAGC ATGGGCAGGA GGATGCGGGG aSCOSCCGCC ACCGCGGGGC TCTGGCTGCT 180 

GGCGCTGGGC TCGCTGCTXK3 CX3CTGTGGGG AGGGCTCCTG CCGCCGCGGA CCGAGCTGCC 240 

CGCCTCCCGG GCGCCCGAAG ACCGACTCCC ACGGCGCCCG GCCCGGAGCG GCGGCCCCGC 300 

GCCCQCQCCT OQCTTCCCTC TGCCCCOGCC CCTGOOGTGG GAOGCCCGCG GCGGCTCCCT 360 

GAAAACTTTC CGQOCGCTGC TCACCCTGGC GGCCGGOGCG GACGGCCCGC CCCGQCAQTC 420 

CCGGAGCGAG CCCAGGTGGC ACGTGTCAGC CAGGCAGCCC CGGCCGGAGG AGAGCGCOGC 480 

GGTGCACGGG GGCGTCTTCT GGAGCCGCGG CCTGGAGGAG CAGGTGCCCC CGGGCTTTTC 540 

GGAGGCCCAG GCGGCGGCGT GGCTGGAGGC GGCTCGCGGC GCCOGGATGG TGGCCCTGGA 600 

GCGCGGGGQT TQOGOGCGCA GCTCCAACCO ACTGGCCOGT TTTGCCGACG GCACCCGOGC 660 

CTGCGTGCGC TAOGGCATCA ACCCXK3AGCA GATTCAGGGC GAGGCCCTGT CTTACTATCT 720 

GGCGCGCCTG CTGGGCCTCC AGCGCCACGT GCCGCCGCTG GCACTGGCTC GGGTGGAGGC 780 

TCGGGGCGCG CAGTGGGCX3C AGGTGCAGQA GGAGCTGCGC GCTGCGCACT GGACCGAGGG 840 

CAGCGTGGTG AGCCTGACAC GCTGGCTGCC CAACCTCACG OACGTOGTGG TGCCCGCGCC 900 

CTGGCGCTOG GAGGACGQCC GTCTOCGCCC CCTCCGGOAT OCCGGGGGTG AGCTGGCCAA 960 

CCrCAGCCAG GCGGAGCTGG TGGACCTAGT ACAATGGACC GACTTAATCC TTTTCGACTA 1020 

CCTGACGGCC AACTTCGACC GGCTCGTAAG CAACCTCTTC AGCCTGCAGT GGGACCCGCG 1080 

CGTCATGCAG CGTGCCACCA GCAACCTGCA CCGCGGTCCG GGCGGGGCGC TGGTCTTTCT 1140 

GGACAATGAG GCGGGCTTGG TGCACOGCTA CCGGGTAGCA GGCATGTGGG ACAAGTATAA 1200 

CGAGCCGCTG TTGCAGTCAO TGTOCOTGTT CCGCGAGCGG ACCGCGCGGC GCGTCCTGGA 1260 

GCTGCACCGC GGACAGGACQ CCGCGGCCCG GCTGCTQCGC CTCTACCGGC GCCACGAGCC 1320 

TCGCrrCCCC GAGCTGGCCG CCCTTGCAGA CCCCCACGCT CAGCTGCTAC AGCGCCGCCT 1380 

CGACTTCCTC GCCAAGCACA TTTTGCACTG TAAGGCCAAG TACGGCCGCC GGTCTGGGAC 1440 

TTAGTGTCAC CGGGAGGAAA AGAGAGAGAT CTGGGGCTGG GGTATGGATG ATGGGGGGAA 1500 

GQGCGGTCGC CTCTGCCACT GTCAGGGACC AGCCGGCCAA OGCCCACCCG CAAAGGTQTC 1560 

TAAAAACTTC AGCTTTTCAC CCACCTGCCC CTTTCTTTCA ATCCCACGCT GTTTCCTTTC 1620 

AAAGTTCTGG GAGGACGAAC TCACCGAGGC GAGAAGTGTA ACATTCTCTC CACCCAGCTT 1680 

ATAAAAGGAT TCTTTACTGT GCCAGCACGG GGATTGGATC C3GAAGAAACT GGCTACTGGG 1740 

QTTTQGCCCC CGAGTGGCCQ TCCCTGTGGG AGATGCACCC CATTCTTGGG CCCCCCTCAT 1800 

TCCCTTTCCG AAAAAGGAAA ACTTGCGTTT GAGCCGTTGA GCTAATTCTG CAATTTTCTA 1860 

CCAAACAGAG CGCTGGTGGC CCOGGAGCAG OGCTGTGACA TTGGCTGGTG GAGCCCCTTC 1920 

CTOTGTTCTC CCTTTGTTCC AGCGCCGOOA TOGTGAGATC ACTOTTCCAA GCAGGGGGAC 1980 

GGCTCGOQAT AGGACAAAGA GAGCAGGACC TCCAGACTCT GGGGAGCCCT GCAGACCTTG 2040 

ACAATTTGCC TGACTCATTC CTGACCTCTT GTCATTTTGG CCTGAAGGCT ACAAATTCAG 2100 

GGTCAGCTGT ATGCACTAAO TCAAATAATG AATTTCTTCC TCCCTCTCGC AACOGACCAA 2160 

AATTTTGACA ACGATGATGT TCACCAGAAG GAAAAAAAAA TCAGTTTTAT GCACTTTATT 2220 

TTGTTTTGAT TTTCATTTTT TATTAAGAAA AAATTTTATT TTACAGAATT TACCTTCTCT 2280 

QTATATATGT GCATAAAGTG TGGTGTAAAT ATACTAAACA AACTTATATT TCAATAAAAG 2340 
GGAGTTTAAA ATTTAAAAAA AAAAAAA 

Seq ID NOt 140 Protein seq[uence 
Protein Accession #i NP 055159 

1 11 21 31 41 51 

I I I I I I 

KGRRMRGAAA TAGLWLLALG SLLALWGGLL PPRTBLPASR PPEDRLPRRP ARSGGPAPAP 60 

RFFLPPPLAH DARGGSLKTF RALLTLAAGA DGPPROSRSB PRHHVSARQP RPEESAAVHG 120 

GVFHSRGIiEE QVPPGPSEAQ AAAWLBAARG ARMVALKRGG CGRSSNRLAR FADGTRACVR 180 

YGINPEQIQG EALSYYLARL LGLQRHVPPL AIARVEARGA QWAQVQEBLR AAHWTEGSW 240 

SLTRWLPNLT DWVPAPWRS EDGRLRPLRD AGGELANLSQ AELVDLVQHT DLILFDYLTA 300 

NFDRLVSNLF SLQWDPRVMQ RATSNLHRGP GGALVFLDNE AGLVHGYRVA GKWDKYNEPL 360 

LQSVCVFRER 7ARRVLEUIR GQDAAARLLR LYRRHSPRFP ELAALADPHA QLLQRRLDFL 420 
AKHILKCKAK YGRRSGT 

Seq ID KOi 141 DNA sequence 
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Nucleic Acid Accession St Eos sequence 
Coding sequence: 11.. 574 

1 11 21 31 41 51 

I I I I I I 

GTCCGCCAAG ATGCCTGCCC CAGTCCCTCT GCTGTCTGCA G(XCAGCCTT CACCCTCTTG 60 
CATGGGGAAA TOGTCTACAG ACTTCTGCCC ATGGCTGTAT GTAOGCACGO ACAGAGCTAG 120 
CAATGACCCT GCTGGCAGGT ATGATAGGAA GCCTCTTCTG TCACAGGATT CATTCCCAGA 180 
CAATGACCCC AAATOCCTGT CCCTGCTCCX CCCACCCCXX: AACATCAAAA TAGCCGAGAA 240 
AAATQCCCTT CTCQGAGCCA AATX5TGTG0T QATOCCTTAC AATCAGAAAT TCXnTACAGTG 300 
GCCTGAGGCT TCCACCACTA AACGCAAAGC TGTAGATACC TATTGCrrGG ATTATAAGCC 360 
TTCCAAGGGA AGAAGGTGGG CTGCAAGAOC ACCAAGCACC AGAATCACAT ATGGGACTAT 420 
CACCAAAGAG AGAGACTACT GCGCGGAAGA CCAGACTATC GAGAGCTGGA GAGAAGAAGG 480 
TTTCCCAGTG GGCTTGAAGC TTGCTGTGCT TGGTATTTTC ATCATTOTGG TQTTTGTCTA 540 
CCTQACTGTG GAAAATAAOT CQCTGTTTGG TTAAGTAATT TAGG 

Seq ID NO) 142 Protein sequence 
Protein Accession # : Eos sequence 

1 11 21 31 41 51 

I I I I I I 

r4PAPVPLLSA AQPSPSCKGK SSTDFCPWLY VRTDRASNDP AGRYDRKPLL SQDSFPDNDP 60 
KCLSLLPPPP NIKIAEKNAL LGAKCWMPTf NQKPLQWPEA STTKRKAVDT YCLDYKPSKQ 120 
RRWAARAPST RITYGTITKE RDYCAEDQTI ESWREEGPPV GLKLAVLGIF IIWFVYLTV 180 
ENKSLFQ 

Seq ID NO) 143 DNA sequence 

Nucleic Acid Accession tl: XM_05018^.6 

Coding sequence: 39.. 365 

1 11 21 31 41 51 

I I I i ) I 

QATTCTACCA TCAGAAAAGA GGCCAAACTT CTATCATCAT GGTQQATGTG AAGTGTCTQA 60 
GTGACTGTAA ATTGCAGAAC CAACTTQAGA AGCTTGQATT TTCACCTGGC CCAATACTAC 120 
CTTCCACCAQ AAAGTTGTAT GAAAAAAAGT TAGTACAGTT GTTGGTCTCA CCTCCCTGTG 180 
CACCACCTGT GATGAATGGA CCCAGAGAGC TGGATGGAGC GCAGGACAGT GATGACAGCG 240 
AAGGTGGGCT GCAAGAGCAC CAAGCACCAG AATCACATAT GGGACTATCA CCAAAGAGAQ 300 
AGACTACTGC GCGGAAGACC AGACTATOGA GAGCTGGAGA GAAGAAGGTT TCCCAQTGGa 360 
CTTGAAGCTT GCTGTGCTTG GTATTTTCAT CATTGTGGTG TTTGTCTACC TGACTGTGGA 420 
AAATAAQTCG CTGTTTGGTT AAGTAATTTA GGAGCAAAGC AATGCTCCAA GCGAGGCCTC 480 
CTGCTTCAGG AAAQAACCAA AACACTACCC TGAAGGGCCA GCCTAGCCTG CAGCCCTCCC 540 
TTGCAGGGAG CCTTCCCTTG CACTGTGCTG CTCTCACAGA TCGCrGTCTG GGCTCAGCCA 600 
GGTGGAAGGA ACCTGCCTAA CCAGGCACCT GTGTTAAGAQ CATGATGGTT AGGAAATCCC 660 
CCAAOTCATG TCAACTCTCA TTAAAGGTGC TTCCATATTT GAGCAGGCGT CAAAC 

Seq ID NO: 144 Protein sequence 
Protein Accession #i XP_050184.1 

1 11 21 31 41 51 

t I i I 1 I 

MVDVKCI*S0C KLQNQLEKLG FSPGPILPST RKLYEKKLVQ LLVSPPCAPP VMNGPRELDG 60 
AQDSDDSEGG LQEKQAPESH MQLSPKRETT ARKTRLSRAG EKKVSQWA 



Seq ID NO: 145 DNA sequence 
Nucleic Acid Accession NM_002204.1 
Coding sequence) 74.. 3229 

1 11 21 31 41 51 

1 I 1 i I I 

AGGTGAACAG GTCCTCACGC CCAGCTCCGC CCCCTCACGC GCTCTCGCCG GGACCCCGCT 60 

TCCGCTGGCA GCCATGGGCC CCGGCCCCAG CCGOGCGCCC CGCGCCCCAC QCCTGATGCT 120 

CTGTGCGCTC QCCTTQATGG TGGOGGCCGQ CGGCTGCGTC GTCTCCGCCT TCAACCTGGA 180 

TACCCGATTC CTGGTAGTGA AGGAGGCCGQ GAACCCGGGC AGCCTCTTCG GCTACTCGGT 240 

CGCCCTCCAT CGGCAGACAG AGCGGCAGCA GOGCTACCTG CTCCTGGCTG GTGCCCCCCG 300 

QU GGAGCTOGCT GTGCCCGATG GCTACACCAA CCGGACTGGT GCTGTGTACC TGTGCCCACT 360 

CACTGCCCAC AAGGATGACT GTGAGOGGAT GAACATCACA GTGAAAAATG ACCCTGGCCA 420 

TCACATTATT QAGGACATGT GGCTTQQAGT OACTGTGGCC AGCCAGGGCC CTGCAGGCAG 480 

AGTTCTGGTC TGTGCCCACC GCTACACCCA GGTGCT6TGG TCAGGGTCAG AAGACCAGCO 540 

- GCGCATGGTG GGCAAGTGCT ACGTGCGAGG CAATGACCTA GAGCTGGACT CCAQTQATQA SOO 

65 CTGGCAGACC TACCACAACG AGATGTGCAA TAGCAACACA GACTACCTGG AGACGGGCAT 660 

GTGCCAQCTG GGCACCAGOO QTGGCTTCAC CCAGAACACT QTGTACTTCG GCGCCCCCGG 720 

TQCCTACAAC TGGAAAGGAA ACAGCTACAT GATTCAGOGC AAGGAGTGGG ACTTATCTGA 780 

GTATAGTTAC AAGGACCCAG AGGACCAAGG AAACCTCTAT ATTGGGTACA CGATGCAGGT 840 

AGGCAGCTTC ATCCTGCACC CCAAAAACAT CACCATTGTG ACAGGTGCCC CACGGCACCG 900 

70 ACATATGGGC GCGGTGTTCT TGCTGAGCCA GGAGGCAGGC GGAGACCTGC GGAGGAGGCA 960 

GGTGCTQGAG GGCTCGCAGG TGGGCOCCTA TTTTGGCAGC QCAATTGCCC TGGCAGACCT 1020 

GAACAATGAT GGGTGGCAGG ACCTCCTGGT GQGCGCCCCC TACTACTTOG AGAGGAAAGA 1080 

GGAAGTAGGG GGTGCCATCT ATGTCTTCAT QAACCAGGCG GGAACCTCCT TCCCTGCTCA 1140 

CCCCTCACTC CTTCTTCATQ GCCCCAGTGG CTCTGCCTTT GGTTTATCTG TGGCCAGCAT 1200 

75 TGGTGACATC AACCAGGATG GATTTGAGGA TATTGCTGTG GQAGCTCCQT TTGAAGGCTT 1260 

GGGCAAA6T6 TACATCTATC ACA6TAGCTC TAAGQGGCTC CTTAGACAGC CCCAGCAGGT 1320 

AATCCATGGA GAGAAGCTGG GACTGCCTGG GTTGGCCACC TTCGGCTATT CCCTCAGTGG 1380 

GCAGATGGAT GTGGATGAGA ACTTCTACCC AGACCTTCTA GTGGGAAGCC TGTCAGACCA 1440 

CATTGTGCTG CTGCGGGCCC GGCCAGTCAT CAACATCGTC CACAAGACCT TGGTGCCCAG 1500 

80 GCCAOCTGTG CTGGACCCTG CACTTTGCAC GGCCACCTCT TGTGTQCAAO TGGAOCTGTG 1560 

CTTTGCTTAC AACCAGAGTG CCGGGAACCC CAACTACAG6 C6AAACATCA CCCTGOCCTA 1620 

CACTCTGGAG GCTGACAGGG ACCGCCGGCC GCCCCGGCTC CGCTTTGCCG GCAGTGAGTC 1680 

OGCTGTCTTC CACGGCTTCT TCTCCATGCC CGAGATGCGC TGCCAGAAGC TGGAGCTGCT 1740 

CCTGATGGAC AACCTCCGTG ACAAACTCCG CCCCATCATC ATCTCCATGA ACTACTCTTT 1800 

85 ACCTTTGOGG ATGCCCGATC GCCCCCGQCT GGGQCTOCOQ TCCCTGQACQ CCTACCCGAT 1860 
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CCTCAACCAG GCACAGGCTC TGGAGAACCA CACTGAGGTC CAQTTCCAGA AGGAGTGCX3G 1920 

GCCTGACAAC AAGTGTGAGA GCAACTTGCA GATGCGGGCA GCCTTCGTGT CAGAGCAGCA 1980 

GCAGAAGCTG AGCyVGGCTCC AGTACAGCAQ AGACGTCCCJG AAATTGCTCC TGAGCATCAA 2040 

CGTGACQAAC ACCCGOACCT CGQAGOOCTC CXKSGOAGGAC GCCCACX3AGG CGCTGCTCAC 2100 

5 CCTGGTGOra CCTCCCGCXC TGCTGCTOTC CTCAGTGCGC CCCCCCX3GGG CCTOCCAAOC 2160 

TAATGAGACC ATCTTTTGCG AGCTGGGGAA CCCCTTCAAA CGGAACCAQA GQATGGAGCT 2220 

GCTCATCGCC TTTGAGGTCA TCGGGGTGAC CCTGCACACA AGGGACXTTTC AGGTGCAGCT 2280 

GCAGCTCrCC ACGTCGAGTC ACCAGGACAA CCTGTOGCCC ATGATCCTCA CTCTCCTGGT 2340 

GGACTATACA CTCCAGACCT CGCTTAGCAT GGTAAATCAC C3GGCTACAAA GCTTCTTTGG 2400 

10 GGGGACAGTG ATGGGTGAGT CTGGCATGAA AACTGTGQAG OATGTAGOAA GCCCCCTCAA 2460 

GTATGAATTC CAGGTGGGCC CAATGGGGGA GGGGCTGGTG GGCCTGGGGA CCCTGGTCCT 2520 

AGGTCTGOAG TGGCCCTACG AAGTCAGCAA TGGCAAGTGG CTGCTGTATC CCACGGAGAT 2580 

CACCXSTCCAT GGCAATGGGT CCTGGCCCTQ CCOACCACCT GGAGACCTTA TCAACCCTCT 2640 

CAACCTCACT CTTTCTGACC CTGGGGACAQ GCCATCATCC CCACAGOGCA GGOGCCQACA 2700 

15 GCTGGATCCA GGGGGAGGCC AGGGCCCCCC ACCTGTCACT CTGGCTGCTG CCAAAAAAQC 2760 

CAAGTCTGAG ACTGTGCTGA CCTGTGCCAC AGGGOSTGCX: CACIGTGTGT GGCTAGAGTG 2820 

CCCCATCCCT GATGCCCCCG TTGTCACCAA CGTGACTGTG AAGGCACXyWJ TGTGGAACAG 2880 

CACCTTCATC CJAGGATTACA GAQACTTTGA COGAGTCCGG GTAAATGGCT GGGCTACCCT 2940 

ATTCCTCCGA ACCAGCATCC CCACCATCAA CATGOAGAAC AAGACCACGT GGTTCTCTGT 3000 

20 GGACATTGAC TCGGAGCTGG TGGAGGAGCT GCCGGCCQAA ATCGAGCTQT GGCTOGTGCT 3060 

GGTGGCCX5TG GGTGCAGGGC TGCTGCTGCT GGGGCTGATC ATCCTCCTGC TGTGQAAGTG 3120 

OGGCTTCTTC AAGOGAGCCC GCACTCGCGC CCTGTATGAA GCTAAGAGGC AGAAGGCGGA 3180 

GATGAAGAGC CAGCCGTCAO AGACAGAGAG GCTGACCQAC GACTACTGAG GGGGCAGCCC 3240 

CCCGCCCCCG GCCCACCTGG TGTGACTTCT TTAAGCGGAC CCGCTATTAT CAOATCATGC 3300 

25 CCAAGTACCA CGCAGTGCGG ATCCGGGAGG AGGAGCGCTA CCCACCTCCA GGGAGCACCC 3360 

TGCCCACCAA GAAGCACTGG GTGACCAGCT GfeCAGACTCG GGACCAATAC TACTGACGTC 3420 

CTCCCTGATC CCACCCCCTC CTCCCCCAGT GTCCCCTTTC TTCCTATTTA TCATAAGTTA 3480 

TGCCTCTGAC AGTCCACAGG GGCCACCACC TTTGGCTQGT AGCAGCAGGC TCAGGCACAT 3540 

„ ACACCTCGTC AAGAGCATGC ACATGCTGTC TGGCCCTGGG GATCTTCCCA CAGGAGGGCC 3600 

30 AGCGCTGTGG ACCTTACAAC GCCGAGTGCA CTGCATTCCT GTGCCCTAGA TGCACGTGGG 3660 

GCCCACTGCT CGTGGACTGT GCTGGTGCAT CACGGATGGT GCATGGGCTC GCCGTGTCTC 3720 

AGCCTCTGCC AGCGCCAGOO CCAAAACAAO CCAAAGAGCC TCCCACCAOA GCCGGGAGGA 3780 

AAAGGCCCCT GCAATGTGOT QACACCTCCC CTTTCACACC TGQATCCATC TTGAQAGCCA 3840 

CAGTCACTGG ATTGACTTTG CTGTCAAAAC TACTGACAGQ GAQCAGCCCC CGOQCCGCTG 3900 

35 GCTGGTGGGC CCCCAATTGA CACCCATGCC AGAGAGGTGG GGATCCTGCC TAAGGTTGTC 3960 

TACGGGGGCA CTTGGAGGAC CTGGCGTGCT CAGACCCAAC AGCAAAGGAA CTAGAAAGAA 4020 

GGACCCAGAA GGCTTGCTTT CCTQCATCTC TGTGAAGCCT CTCTCCTTGG CCACAGACTG 4080 

AACTCGCAGG GAQTGCAGCA GGAAGGAACA AAGACAGGCA AACGGCAACX3 TAGCCTGGGC 4140 

TCACTGTGCT GGGGCATGGC GQGATCCTCC ACAGAGAGOA QGGGACCAAT TCTGGACAGA 4200 

40 CAGATGTTGG GAGGATACAG AGGAGATGCC ACTTCTCACT CACCACTACC AGCCAGCCTC 4260 

CAGAAGGCCC CAGAGAGACC CTGCAAGACC ACGGAGGGAG CXGACACTTG AATGTAGTAA 4320 

TAGGCAGGGG GCCXTTGCCAC CCCATCCAGC CAGACCCCAG CTGAACCATQ CGTCAGGGGC 4380 

CTAGAGGTGG AGTTCTTAGC TATCCTTGGC TTTCTGTGCC AGCCTGGCTC TGCCCCTCCC 4440 

CCATGGGCTG TGTCCTAAGG CCCATTTGAG AAGCTGAGGC TAGTTCCAAA AACCTCTCCT 4500 

GACCCCTGCC TGTTGGCAGC CCACTCCCCA GCCCCAGCCC CTTCCATGGT ACTGTAGCAG 4560 

GGGAATTCCC TCCCCCTCCT TGTGCCTTCT TTGTATATAG GCTTCTCACC GCGACCAATA 4620 
AACAGCTCCC AGTTTGT 
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Seq ID NO: 146 Protein sequence 
Protein Accession tft NP_002195.1 

1 11 21 31 41 51 

I I I I i I 

KGPGPSRAPR APRLMLCALA LMVAAGGCW SAFNLDTRPL WKEAGKPG3 LFGYSVALHR 60 

QTERQQRYLL LAGAPRELAV PDGVTKHTGA VYLCPLTAHK DDCERMNITV KNDPGHHIIE 120 

DMWLGVTVAS QGPAGRVLVC AHRYTQVLWS GSEDQRRMVG KCYVRGNDLE LDSSDDWQTY 180 

HNEMCKSNTD YLETGMOQLG TSGGPTQNTV YFGAPGAYNW KGNSYMIQRK EWDLSEYSYK 240 

DPEDQGHLYZ GYTMQVGSFI LHPKNITXVT GAPRHRHMGA VFI^LSQEAGG DUUIRQVLBQ 300 

SQVGAYFGSA lALADUINDG WQDLLVGAPY YFERKEEVGG AIYVFMNQAG TSPPAHPSLL 360 

LHGPSQSAFG LSVASXGDIN QDGFQDIAVG APFEGLGKVY IYH6SSKGLL RQPQQVIHGE 420 

KLGLPGIiATF GYSLSGQMDV DCHFYPDLLV GSLSDHIVLL RARFVINIVH KTLVPRPAVL 480 

DPALCTATSC VQVELCFAYN QSAGtTFNYRR NITLAYTLEA DRDRRPPRLR FAQSESAVFR 540 

GFFSMPEMRC QKI*EI/LLMDN LRDKLRPIII SMNYSLPLRM PDRPRU3LRS LDAYPILNQA 600 

OALENHTBVQ FQKECGPDNK CBSNLQMRAA FVSEQQOKLS RLQYSRDVRK LLLSINVTNT €60 

RTSERSQEDA HEALLTLWP PALLIiSSVRP PGACQANETI FCELGNPFKR NQRMELLIAF 720 

EVIGVTLHTR DLQVQLQLST SSHQDNLWPM ILTLIiVDYTL QTSLSMVNHR LQSFFGGTVM 780 

GESGMKTVED VGSPLKYEFQ VGPMGEGLVG LGTLVLGLEW PYEVSNGKWL LYPTEITVHG • 840 

NGSWPCRPPG DLINPLKLTL SDPGDRP8SP QRRRRQLDPG GGQGPPPVTL AAAKKAKSET 900 

VLTCATGRAH CVWLECPIPD APWTNVTVK ARVWNSTFIE DYRDPDRVRV NGWATLFLRT 960 

SIPTINMENK TTWFSVDIDS ELVBELPAEI ELWLVLVAVG AGLLLU3LII LLU*KCGFFK 1020 
RARTRALYEA KRQKAEMKSQ PSETERLTDD Y 



Seq ID NO: 147 DNA sequence 
Nucleic Acid Accession #: NM_00SS01.1 
_ Coding sequence: 74.. 3274 ~ 
75 1 11 21 31 41 51 

I i I I I I 

AGGTGAACAG GTCCTCACGC CCAGCTCCGC CCCCTCAOGC GCTCTCOCCG GGACCCCGCT 60 

TCCXKrrGGCA GCCATGGGCX: CCX3GCCCCAG CCGCGCGCCC CGCGCCCCAC GCCTGATGCT 120 

-j-^ CTGTGCGCTC GCCTTGATGO TGGOOGCOGG CXSGCTGOSTC OTCTCCGCCT TCAACCTGGA 180 

80 TACCOGATTC CTOGTAGTGA AGGAGGCX3GG GAACCCGG6C AGCCTCITCG GCTACTOGaT 240 

OGCCCTCCAT CGGCAGACAG AGCGGCAGCA GCGCTAOCTG CTCCTGGCTG GTGCCCCCCG 300 

GGAGCTCOCT GTGCXXX3ATG GCTACACCAA COSGACTGGT GCTGTGTACC TGTGCCCACT 360 

CACTGCCCAC AAGGATGACT GTQAGCOQAT GAACATCACA GTGAAAAATQ ACCCTGGCCA 420 

TCACATTATT QAGGACATOT GQCTTGOAGT GACTQTGGCC AGCCAGGQCC CTGCAGGCAG 480 

o5 AGTTCTGGTC TGTGCCCACC QCTACACCCA GGTGCTGTGG TCAGGQTCM AAGACCAGOG 540 
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GCGCATGGTG GGCAAGTGCT AOGTGOGAGQ CAATQACCTA GAGCTGGACT CCAGTGATOA 600 

CTGGCAGACC TACCACAAOG AGATGTGCAA TAGCAACACA GACTACCTGG AGACGGGCAT 660 

GTGCCAGCTG GGCACCAGCG GTGGCTTCAC CCAGAACACT QTGTACTTCG GCGCCCCOGG 720 

TGCCTACAAC TGOAAAGGAA ACAQCTACAT GATTCAGOQC AAOGAGTOGG ACTTATCTGA 780 

OTATAOTTAC AAGGACCCAO AGGACCAAGO AAACCTCTAT ATTGGGTACA CGATGCAGGT 840 

AGGCAOCTTC ATCCTGCACC CCAAAAACAT CACXa^TTOTG ACAGGTGCCC CACGGCACCC 900 

ACATATGGGC GCGGTGTTCT TGCTGAGCCA GGAOGCAGGC GGAGACCTGC GOAGGAOGCA 960 

GGTGCTGGAG GGCTCGCAGG TGGCCGCCTA TTTTGGCAGC GCAATTGCJCX: TGGCAE3ACCT 1020 

QAACAATGAT GGGTGGCAGO ACCTCCTGGT GGGCGCCCCC TACTACTTCG AGAGGAAAGA 1080 

GGAAGTAGGG GGTQCCATCT ATGTCTTCAT GAAOCAGGOG GGAACCTCCT 'TCCCTGCTCA 1140 

CCCCTCACTC CTTCTTCATO GCCCCAGTGG CrCTOCCTrT GGTTTATCTO TGGCCAGCAT 1200 

TGGTGACATC AACCAGGATG GATTTCAGGA TATTGCTOTG GGAGCrTCCGT TTGAAOGCTT 1260 

GGGCAAAGTG TACATCTATC ACAGTAGCTC TAAGGGGCTC CTTAGACAGC CCCAGCAGGT 1320 

AATCCATGGA GAGAAGCTGG GACTGCCTGG GTTGGCCACC TTCGGCTATT CCCTCAQTGG 1380 

GCAGATGGAT GTGGATGAGA ACTTCTACCC AGACCTTCTA GTOGGAAGCC TGTCAGACCA 1440 

CATTGTGCTO CTQCGGGCCC OQCCAGTCAT CAACATCGTC CACAAGACCT TGGTGCCCAG ISOO 

GCCAGCTGTG CTGGACCCTG CACTTTGCAC GGCCACCTCT TGTQTGCAAG TGGAGCTGTG 1560 

CTTTGCTTAC AACCAGAGTG COGGGAACCC CAACTACAGG CGAAACATCA CCCTGGCCTA 1620 

CACTCTGGAG GCTGACAGGG ACOGCCGGCC GCCXXXWCTC CGCTTTGCCQ GCAGTGAGTC 16B0 

CGCTGTCTTC CAOGGCTTCT TCTCCATGCC CGAGATGOGC TGCCAGAAGC TGGAGCTGCT 1740 

CCTGATGGAC AACCTCCGTG ACAAACTCCG CCCCATCATC ATCTCCATGA ACTACTCTTT 180O 

ACCTTTGCGG ATGCCCGATC GCCCCCGGCT GGGGCTGCGG TCCCTGGACG CCTACCOGAT 1860 

CCTCAACCAG GCACAGQCTC TGGAGAACCA CACTGAGGTC CAGTTCCAGA AGGAGTGCGG 1920 

QCCTQACAAC AAOTOTGAGA GCAACTTGCA GATGCGGGCA GCCTTCGTGT CAGAGCAGCA 1980 

GCAGAAGCTG AQCAOaCTCC AGTACAQCAG AGACGTCCGO AAATTOCTCC TGAGCATCAA 2040 

CGTGACGAAC ACCCGGACCT OGGAGCGCTC cdaGQAGOAC GCCCACX3AGG CXSCTQCTCAC 2100 

CCTGGTGGTG CCTCCCGCCC TGCTGCTGTC CTCAGTGCGC CCCXCCGGGQ CCTQCCAAGC 2160 

TAATGAGACC ATCTTTTGOG AGCTGGGGAA CCCCTTCAAA CGGAACCAGA GGATGGAGCT 2220 

GCTCATCGCC TTTGAGGTCA TCGGGGTGAC CX:TGCACACA AGGGACCTTC AGGTGCAGCT 2280 

GCAGCTCTCC A06TCX3AGTC ACX3W3QACAA CCTGTGGCCC ATGATCCTCA CTCTGCTGGT 2340 

GGACTATACA CTCCAGACXTT CGCTTAGCAT GGTAAATCAC CX3GCTACAAA GCTTCTTTGO 2400 

GGGGACAGTG ATGGGTGAGT CTGGCATGAA AACTGTGGAG GATGTAGGAA GCCCCCTCAA 2460 

GTATGAATTC CAGGTGGGCC CAATGGGGGA GGGGCTGGTG GGCCTGGGGA CCCTGGTCCT 2520 

AGGTCTGGAO TOQCCCTAOG AAOTCAGCAA TGGCAAGTGG CTGCTGTATC CCACGGAGAT 2 5 BO 

CACCGTCCAT GGCAATGGGT CCTQGCCCTG CCGACCACCT GGAQACCTTA TCAACCCTCT 2640 

CAACCTCACT CTTTCTGACC CTGGGGACAG GCCATCATCC CXyvCAGCGCA GGCGCCGACA 2700 

GCTGGATCCA GGGGGAGGCC AGGGCCCCCC ACCTGTCACT CTGGCTGCTG CCAAAAAAGC 2760 

CAAGTCTGAG ACTGTGCTGA CCTGTGCCAC AGGGCGTGCC CACTGTGTGT GGCTAGAGTG 2820 

CCCCATCCCT GATGCCCXXX3 TTGTCACCAA COTGACTGTQ AAOGCACGAQ TQTGGAACAG 2880 

CACCTTCATC GAGGATTACA GAGACTTTGA COGAGTCCGG GTAAATGGCT QGGCTACCCT 2940 

ATTCCTCCGA ACCAGCATCC CCACCATCAA CATGGAGAAC AAGACCACGT GGTTCTCTGT 3000 

GGACATTGAC TCGGAGCTGG TGGAGGAGCT GCCGGCC6AA ATCGAGCTGT GGCTGGTGCT 3060 

OGTGGCCGTG GGTGCAGGGC TGCTGCTGCT GGGGCTGATC ATCCTCCTGC TGTGGAAGTG 3120 

TGACTTCTTT AAQCGGACCC GCTATTATCA GATCATGCCC AAGTACCACG CAGTGCGGAT 3180 

CCGGGAGGAG QAGCGCTACC CACCTCCAGG GAGCACCCTQ CCCACCAAGA AGCACTGGGT 3240 

GACCAGCTGG CAGACTOGGG ACCAATACTA CTGACOTCCT CCCTQATCCC ACCCCCTCCT 3300 

CCCCCAGTGT CCCCTTTCTT CCTATTTATC ATAAGTTATG CCTCTGACAG TCCACAGGGG 3360 

CCACCACCTT TGGCTGGTAG CAGCAGGCTC AGGCACATAC ACCTOGTCAA GAGCATGCAC 3420 

ATGCTGTCTG GCCCTGGGGA TCTTCCCACA GGAGGGCCAG CGCTGTGGAC CTTACAACQC 3480 

CGAGTGCACT GCATTCCTGT GCXXTTAGATG CACGTGGGGC CCACTGCTCG TGGACTGTGC 3540 

TGGTGCATCA CGGATGGTGC ATGGGCTOGC OGTGTCTCAG CCTCTGCCAG CQCCAGCGCC 3600 

AAAACAAGCC AAAGAGCCTC CCACCAGAGC CGGGAGGAAA AGGCCCCTGC AATGTGGTGA 3660 

CACCTCCCCT TTCACACCTG GATCCATCTT GAGAGCCACA GTCACTGGAT TGACTTTGCT 3720 

GTCAAAACTA CTGACAGGGA GCAGCCCCCG GQCCQCTGGC TOGTGGGCCC CCAATTGACA 3780 

CCCATGCXAG AGAGGTGGGG ATCCTGCCTA AGGTTGTCTA CGGGGGCACT TGQAGGACCT 3840 

GGCGTGCTCA GACCCAACAG CAAAGQAACT AGAAAGAAGG ACCCAGAAGG CTTGCTTTCC 3900 

TGCATCTCTQ TGAAGCCTCT CTCCTTGGCC ACAGACTGAA CTCGCAGGGA GTGCAGCAGG 3960 

AAGGAACAAA GACAGGCAAA CGGCAACGTA GCCTGQGCTC ACTGTGCTGG GGCATGGCGQ 4020 

GATCCTCCAC AGAGAGGAGG GQACCAATTC TGGACAGACA QATGTTGGGA GGATACAGAG 4080 

GAGATGCCAC TTCTCACTCA CCACTACCAG CCAGCCTCCA GAAGGCCXICA GAOAGACCCT 4140 

GCAAGACCAC GGAGGGA6CC GACACTTGAA TGTAGTAATA GGCAGGGGGC CCTGCCACCC 4200 

CATCCAGCCA GACCCCAGCT GAACCATQCG TCAGGGGOCT AGAGGTGGAG TTCTTAGCTA 4260 

TCCTTGGCTT TCTOTGCCAG CCTGGCTCTQ CCCCTCCCCC ATGGGCTGTG TCCTAAGGCC 4320 

CATTTGAGAA GCTGAGGCTA GTTCCAAAAA CCTCTCCTGA CCCCTGCCTG TTGGCAGCCC 4380 

ACTCCCCAGC CCCAGCCCCT TCCATGGTAC TGTAGCAQGG GAATTCCCTC CCXCTCCTTG 4440 
TGCCTTCTTT GTATATAGGC TTCTCACCGC GACCAATAAA CAGCTCCXAG TTTGT 

Seq ID KO: 14 B Protein sequence 
Protein Accession NP_005492.1 

1 11 21 31 41 51 

I I I 1 I I 

MGPGPSRAPR AFRLMLCALA LMVAAGGCW SAFNIiDTRFL WKEAGKPGS LFGYSVALHR 60 

QTERQQRirLL LAGAPHELAV PDGlTrNRTQA VYLCPLTAHK DDCERHSITV KNDPGHHIIE 120 

DMWIX3VTVAS QGPAGRVLVC AHRYTQVLWS GSEDQRRMVG KCWRGNDIiE LDSSDDWQTY 180 

HNEMQISNTD YLETGMOQLO TSGGPTQNTV YPGAPGAWW KGNSYMIQRK EMDLSEYSYK 240 

DPEDOGKLYZ GYTMQVQSPI LHPKNITIVT GAPRHRHMGA VFLLSQBAGG DLRRRQVLEG 300 

SQVGAYFGSA lAlADLNNDQ WQDLLVGAPY YFERKEEVGG AIYVFMNQAG TSFPAHPSLL 360 

LHGPSGSAFG LSVASIGDIN QDGFQDIAVG APPEGLGKVY lYHSSSKGLL RQPQQVIHGE 420 

KLGLPGLATF GYSLSGQKDV DENFYPDLLV GSLSDHimi RARPVINIVH KTIiVPRPAVL 480 

DPALCTATSC VQVELCFAYN QSAGKPNYRR NITLAYTl£A DRDRRPPRLR PAGSESAVFH 540 

GPPSMPEMRC QKI*ELLLMDN LRDKUIPIII SMNYSLPLHM PDRPRLGLRS LDAYPILNQA 600 

QALENHTEVQ FQKECGPDNK CESNLQMRAA FVSEQQQKLS RLQYSRDVRK LLLSIHVTNT 660 

RTSERSGEDA HEALLTLWP PALLLSSVRP PGAOQANBTI FCRLGNPFKR NQRMEU,IAP 720 

EVIGVTLHTR DLQVQLQLST SSHQDMLWPM ILTLLVDYTL QTSLSMVNHR LQ9PFG0TVM 780 

GESGMKTVED VGSPLKYBFQ VGPMGEOLVG LGTLVLGLEW PYEVSNGKWL LYPTBITVHG 840 
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NGSWPCRPPG 0LIKPU7LTL SDPGDRPSSF QRRRRQLDPG GOQGPPPVTL AAAKKAKSBT 900 

VLTCATGRAH CVWLECPIPD APWTNVTVK ARVWNSTFIE DYRDFDRVRV NQWATLFLRT 960 

SIPTINMEKK TTWFSVDIDS ELVEELPABI ELWLVLVAVG AGLLLLGLII LLLHKCDFPK 1030 
RTRYYQIMPK YHAVRIRBEE RYPPPGSTLP TKKHWVTSWQ TRDQW 

Seq ID NO: 149 DNA sequence 

Nucleic Add Acceeslon g; KM_006424.1 

Coding sequence t 

1 11 21 31 41 SI 

1 I I 1 I I 

0GC3GCCAGGT TTCCAGQCTC GGCOGCCGCC TCCATCCCAO CACCTGCGQA GGGAGCGCTQ 60 

ACCATGGCrC CCTGG0CTX3A ArTOGOAGAT GCCCAGCCCA ACCOOGATAA GTACCTCGAA 120 

GGGGCCGCAG GTCAGCAGCC CACTGCCCCT GATAAAAGCA AAGAGACCAA CAAAACAGAT 180 

AACACTGAGG CACCTGTAAC CAAGATTGAA CTTCTGCCGT CCTACTCCAC GGCTACACTG 240 

ATAGATGAGC CCACTGAGGT GGATGACCCC TGGAACCTAC CCACTCTTCA GGACTOGGGG 300 

ATCAAGTGGT CAGAGAGAGA CACCAAAGGG AAGATTCTCT GTTTCTTCCA AGGGATTGGG 360 

AGATTGATTT TACTTCTCGO ATTTCTCTAC TTTTTCOTGT GCTCCCTGQA TATTCTTAQT 420 

AGOGCCTTCC AGCrGOTTOG AGGAAAAATO GCAGGACAQT TCTTCAOCAA CAGCTCTATT 480 

ATGTCCAACC CTTTGTTGGG GCTGGTGATC GGGGTGCrGG TGACOGTCrT GGTGCAQAGC 540 

TCCAGCACCT CAACGTCCAT CGTTGTCAGC ATGGTGTCCT CTTCATTGCT CACTGTTCGG €00 

GCTGCCATCC CCATTATCAT GGGGGCCAAC ATTGGAAOGT CAATCACCAA CACTArTGTT €60 

GCGCTCATGC AGGTGGGAQA TCGGAOTGAG TTCAGAAGAG CTTTTGCAGG AGCCACTGTC 720 

CATGACTTCT TCAACTGGCT GTCCGTGTTG GTGCTCTTGC CCGTGQAGGT GGCCACCCAT 780 

TACCTCGAGA TCATAACCCA GCTTATAGTG GAGAGCTTCC ACTTCAAGAA TGGAGAAQAT 840 

GCCCCAGATC TTCTGAAAGT CATCACTAAG CCCTTCACAA AGCTCATTGT CCAGCTGQAT 900 

AAAAAAGTTA TCAGCCAAAT TQCAATGAAC GATQAAAAAG CGAAAAACAA GAGTCTTGTC 960 

AAGATTTOGT GCAAAACTTT TACCAACAAG ACCCAGATTA ACGTCACTGT TCCCTOGACT 1020 

GCTAACTGCA CCTCCCCTTC CCTCTGTTGG ACGGATGGCA TCCAAAACTG GACCATGAAO 1080 

AATGTGACCT ACAAGGAGAA CATCGCCAAA TGCCAGCATA TCTTTGTGAA TTTCCACCTC 1140 

CCGGATCTTG CTGTGGGCAC CATCTTGCTC ATACTCTCCC TGCTGGTCCT CTGTGGTTGC 1200 

CTGATCATGA TTGTCAAGAT CCTGGGCTCT GTGCTCAAGG GGCAGQTCGC CACTGTCATC 1260 

AAGAAGACCA TCAACACTGA TTTCCCCTTT CCCTTTOCAT GOTTGACTGG CTACCTGQCC 1320 

ATCCTCGTCG GGGCAGGCAT GACCTTCATC GTACAGAGCA GCTCTGTGTT CACGTCX3QCC 1380 

TTGACXXXCC TGATTGGAAT CGGCGTGATA ACCATTGAGA GGGCTTATCC ACTCACGCTG 1440 

GGCTCCAACA TCGGCACCAC CACCACCGCC ATCCTGGCCG CCTTAGCCAG CCCTGGCAAT 1500 

GCATTGAGGA GTTCACTCCA GATCGCCCTO TGCCACTTTT TCTTCAACAT CTCCGGCATC 1560 

TTGCTGTGGT ACCOGATCCC GTTCACTOGC CTGCX:CATCC QCATGGCCAA GGGGCTGQGC 1€20 

AACATCTCTG CCAAGTATCG CTGGTTCGCC GTCTTCTACC TGATCATCTT CTTCTTCCTG 1680 

ATCCCGCTGA CGGTGTTTGG CCTCTCGCTG GCCGGCTGGC GGGTGCTGGT TGGTGTCGGG 1740 

GTTCCCGTCG TCTTCATCAT CATCCTGGTA CTGTGCCTCC GACTCCTGCA GTCTCGCTGC 1800 

CCACGCGTCC TGCCGAAGAA ACTCCAGAAC TGGAACTTCC TGCOGCTGTG GATGOGCTCG 1860 

CTGAAGCCCT GGGATGCCGT CGTCTCCAAG TTCACCGGCT GCTTCCAGAT GC6CTGCTGC 1920 

TACTGCTGCC GCGTGTGCTG CCGCGCGTGC TGCTTGCTGT GTGGCTGCCC CAAGTGCTGC 1980 

CGCTGCAGCA AGTGCTGCGA GGACTTGGAG GAGGCGCAGG AGGGGCAGGA TGTCCCTGTC 2040 

AAGQCTCCTG AGACCTTTGA TAACATAACC ATTAGCAQAO AGQCTCAGGG TGAGGTCCCT 2100 

GCCTCGGACT CAAAGACCGA ATCCACGGCC TTGTAGGGGA CGCCCCAGAT TGTCAGGGAT 2160 

GGGGGGATGG TCCTTGAGTT TTGCATGCTC TCCTCCCTCC CACTTCTGCA CCCTTTCACC 2220 
ACCTCGAGGA GATTTGCTCC CCATTAGCGA ATGAAATTGA TGCAGTCCTA AAAAAAAAAA 

Seq ID NOi 150 Protein sequence: 
Protein Accession ft: NP_00641S.l 

1 11 21 31 41 SI 

1 I I I I t 

MAPWPELGDA QPNPDKYLEG AAGQQPTAPD KSKBTNKTDN TEAPVTKIEL LPSYSTATLI 60 

DEPTEVDDPM NLPTLQDSGI KWSBRDTKQK ILCFFQGIGR LHJiLOFLYF PVC5LDILSS 120 

AFQLVGGKMA OQFFSNSSIM SHPLLGLVIQ VliVTVLVQSS 5TSTSIWSM VSSSLLTVRA 180 

AIPIIMGANI GTSITNTIVA LMQVGDRSEF RRAFAGATVH DFFNWLSVLV U.PVEVATHY 240 

LEIITQLIVE SFHFKNGEDA PDLUCVITKP FTKLIVQLDK KVXSQIAMND BKAKNKSLVK 300 

IWCKTFTNKT QINVTVPSTA NCTSPSLCWT DGIQNWTMKN VTYKENIAKC QHIFVNFKLP 360 

DLAVGTIUil LSUiVLCGCL XMIVKILGSV LKGQVATVIK JCTINTDFPPP PAWLTGYLAI 420 

LVGAGMTFIV QSSSVFTSAL TPLIGIGVIT lERAYPLTIiG SNIGTTTTAI LAALASPGNA 480 

liRSSLQIALC HFFFMISGIL LWYPIPFTRL PIRMAKGLGM ISAKYRWFAV PYLIIFPFLI S40 

PLTVFGLSLA GWRVLVGVGV PWFIIILVL CLRLLQSRCP RVLPKKLQNW NFLPLMMRSL 600 

KPWDAWSKF TGCPQMRCCY OCRVCCRACC LLCGCPKCX31 CSKCCEDLBB AQEGQDVPVK 660 
APETFDNITI SREAQQEVPA SDSKTECTAL 

Seq ID NOt 151 DNA sequence 
Nucleic Acid Accession ft: 
Coding sequence: 1..1119 

1 11 21 31 ' 41 51 

I I I I I I 

ATGAACCGCA GCCACOGGCA OGGGGOGGGC AGCGGCTGCC TGGGCACTAT GGAGGTGAAG €0 

AGCAAGTTTG GAGCTGAATT TCGTCGGTTT TCQCTGGAAA GATCAAAACC TGGAAAATTT 120 

GAGQAGTTTT ATGGATTACT ACAACATGTT CATAAQATCC CCAATGTTQA CGTTTTGGTA 180 

GGCTATGCAQ ACATCCATCG AGACTTACTA CCTATAAATA ATGATGATAA TTATCACAAA 240 

GCTGTTTCAA CGGCCAATCC ACTGCTTAGG ATATTTATAC AAAAGAAGGA AGAAGCAGAC 300 

TACAOTQCCT TTGOTACAGA CACQCTAATA AAGAAGAAGA ATGTTTTAAC CAACGTATTG 360 

CGTCCTGACA ACCATAGAAA AAAGCCACAT ATAQTCATTA GTATGCCCCA AGACTTTAGA 420 

CCrGTGTCTT CTATTATAGA CGTGGATATT CTCCCAGAAA CGCATCGTAQ GGTACQTCTT 480 

TACAAATACG GCACGGACAA ACCCCTAGGA TTCTACATCC GGGATGGCTC CAGTGTCAGQ 540 

GTAACACCAC ATGGCTTAGA AAAGGTTCCA GGGATCTTTA TATCCAGGCT TGTCCCAGGA 600 

GGTCTGOCTC AAAGTACftOG ACTATTAGCT GTTAATGATG AAGTTTTAQA AQTTAATGGC €60 

ATAGAAGTTT CAGGOAAGAG CCTTGATCAA GTAACAGACA TGATGATTGC AAATAOCCQT 720 

AACCTCATCA -TAACAGTGAG ACCGGCAAAC CAGAGGAATA ATGTTGTGAG GAACAOTCOG 780 

ACTTCTGGCA GTTCOQCTCA GTCTAC7X»T AACAGCCTTC TTGGCrACCC ACAGCAQATT 840 
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GAACCAAGCT TTQAGCCAQA GGATGAAGAC AOCOAAGAAO ATGACATTAT CATTGAAGAC 900 

AATQGAGTGC CACAGCAGAT TCCAAAAGCT GTTCCTAATA CTQAQAGCCT GGAQTCATTA 9fi0 

ACACAGATAG AGCTAAGCTT TGAGTCTGGA CAGAATGGCT TTATTCCCTC TAATOAAOTG 1020 

AGCTTAGCAG CCATAGCAAG CAGCTCAAAC AOG6AATTTG AAACACATGC TCCAGATCAA 1080 
AAACTCTTAG AAGAAGATGG AACAATCATA ACATTATGA 



Seq ID NOt 152 Protein sequence 
Protein Accession (ft XP 0305S9 

1 11 21 31 41 SI 

I I I - I I i 

MNRSHRHGAG SGCLOTMEVK SKFGAEFRRF SLERSKPQKF EEPYGLLQHV HKIPNVDVLV 60 

GYADIHGDLL PINNDDNYHK AVSTANPLLR IFIQKKEEAD YSAFOTDTH KKKNVLTMVL 120 

RPDNHRKRPH IVISMPQDFR PVSSIIDVDI LPETHRRVRL YKVOTEKPLG FYIRDGSSVR 180 

VTPHGLEKVP GIFISHLVPG GLAQSTGLLA VNDEVLEVNG lEVSGKSLDQ VTDMMIANSR 240 

NLIITVRPAN QRNNWRNSH TSGSSGQSTD NSLLOYPQQI EPSPEPEDED SEEDDIIIED 300 

NGVPQQIPKA VPNTESLESL TQIELSFESG QNQFIPSNEV SLAAIASSSN TEFETHAPDQ 360 
KLLEEDGTII TL 



Seq ID NO: 153 DKA sequence 

Nucleic Acid Accession fit NM_003064.2 

Coding sequence: 23.. 421 

1 11 21 31 41 51 

I I ) I i I 

CAGAOTCACT CCTGCCTTCA CCATGAAGTC CAGCGQCCTC TTCCCCTTCC TGGTGCTGCT 60 

TGCCCTGGGA ACTCTGGCAC CTTGGGCTGT GQAAGQCTCT GGAAAGTCCT TCAAAGCTGG 120 

AGTCTGTCXT CCTAAGAAAT CTGCCCAGTG CCTTAQATAC AAGAAACCTG AGTGCCAQAQ 180 

TGACTGGCAG TGTCCAGGGA AGAAGAGATG TTGTCCTGAC ACTTGTGGCA TCAAATGCCT 240 

GGATCCTGTT GhCfiCCCCPA ACCCAACAAG GAGGAAGCCT GGGAAGTGCX: CAGTGACTTA 300 

TGGCCAATOT TTGATGCTTA ACCCCCCCAA TTTCTGTQAG ATGGATGGCC AGTGCAAGCG 360 

TGACTTGAAG TOTTGCATGQ GCATaTGTGQ GAAATCCTQC GTTTCCCCTQ TGAAAGCTTG 420 

ATTCXrrGCCA TATGGAGGAG GCTCTGGAGT CCTGCTCTQT QTGGTCCAGG TCCTTTCCAC 480 

.CCTGAGACTT GGCTCCACCA CTGATATCCT CCTTTGGGGA AAGGCTTGGC ACACAGCAGQ 540 
CTTTCAAGAA GTGCCAGTTG ATCAATGAAT AAATAAAOGA GCCTATTTCT CTTTGCAC 



Seq ID NO: 154 Protein sequence 
Protein Accession #: NP_0030SS.l 

1 11 21 31 41 51 

I I I I I I 

MKSSGLFPFL VLLALGTLAP WAVEGSOKSF KAGVCPPKKS AQOjRYKKPB CQSDWQCPGK 60 
KRCCPDTCGI KCU5PVDTPN PTRRKPGKCP VTVGQCLMLN PPNFCEMDGQ CKRDLKCCMG 120 
MCGKSCVSPV KA 



Seq ID NO: 155 DNA sequence 

Nucleic Acid Accession NM_001306.1 

Coding sec[uence: 199.. 861 

1 11 21 31 41 51 

) I I I I 1 

AATTCGGCAC GAGGGCAGQT GCAGGCGCAC GCGGCGAGAG CGTATGGAGC CQAGCCGTTA 60 

GCGCGCQCCO TOGGTGAGTC AGTCCGTCCG TCOGTCCGTC CGTCGGGGCG COGCAGCTCC 120 

CGCCAGGCCC AGCGGCCCCG GCCCCTOGTC TCCCCGCACC OQGAGCCACC CGGTGGAGOG 180 

GGCCTTGCCG CGGCAGCCAT GTCCATGGGC CTGGAGATCA CGGGCACCGC GCTGGCCGTG 240 

CTGGGCTGGC TGGGCACCAT CGTGTGCTGC GOGTTGCCCA TGTGGCGCGT GTCGGCCTTC 300 

ATOGGCAGCA ACATCATCAC GTCGCAGAAC ATCTGGGAGG GCCTGTGGAT GAACT6CGTG 360 

GTGCAGAGCA CCGGCCAGAT GCAGTGCAAG GTGTAOGACT CQCTGCTGGC ACTGCCACAG 420 

GACCTTCAGG CGGCCCGCGC CCTCATCGTG GTGGCCATCC TGCTGGCCGC CTTCGGGCTG 460 

CTAGTGGCQC TGGTGGGCGC CCAGTGCACC AACTGCGTGC AGGAOGACAC GGCCAAGGCC 540 

AAGATCACCA TCGTGGCAGG CGTGCTGTTC CTTCTCGCCG CCCTGCTCAC CCTCGTGCCG 600 

GTGTCCTGGT CGGCCAACAC CATTATCCGG OACTTCTACA ACCOCGTGGT GCCCGAGOCG 660 

CAGAAGCGOG AGATGGGCGC GGGCCTGTAC GTGGGCTGGG OGGCCGCGGC GCTOCAQCTG 720 

CTGGGGGGCG CGCTGCTCTG CTGCTCGTGT CCCCCACGCG AGAAGAAGTA CACGGCCACC 780 

AAGOTCGTCT ACTCCGCGCC GCGCTCCACC GGCCCGGGAG CCAGCCTGGG CACAGGCTAC 840 

C3ACCGCAAGG ACTACGTCTA AGGGACAGAC GCAGGGAGAC CCCACCACCA CCACCACCAC 900 

CAACACCACC ACCACCACCG CGAGCTGOAQ CGCGCACCAG GCCATCCAGC GTGCAGCCTT 960 

GCCTOGGAGG CCAGCCCACC CCCAGAAGCC AGGAAGCCCC CQCGCTGGAC TGOGGCAGCT 1020 

TCCCCAGCAG CCAOGGCTTT GCGGGCOGGG CAGTCGACTT CGGGGCCCAG GQACCAACCT 1080 

GCATGGACTG TGAAACCTCA CCCTTCTGGA GCACGGGGCC TGGGTGACCG CCAATACTTG 1140 

ACCACCCCGT CQAGCCCCAT CGGGCCGCTG CCCCCATGTC GCGCTGGGCA GGGACCGGCA 1200 
GCCCTGGAAG GGGCACTTGA TATTTTTCAA TAAAAGCCTC TCGTTTTAGC 



Seq ID NO: 156 Protein sequence 
Protein Accession #i NP_001297,1 

1 11 21 31 41 51 

I i I I I 1 

MSMGLEITGT ALAVLGWLGT IVCCAUMWR VSAFIGSNII TSQNIWEQLW MNCWQSTGQ 60 
MQCKWDSLL ALPQDLQAAR ALIWAILLA APGLUVALVG AQCTNCVQDD TAKAKITIVA 120 
GVLFLLAALL TLVPVSWSAN TIIRDFYNPV VPEAQKREMG AGLYVGWAAA ALQLLGGALL 180 
CCSCPPREKK yTATK\A/YSA PRSTGPGASL GTGYDRKDYV 



Seq ID NO: 157 DNA sequence 
Nucleic Acid Accession ft: NM_00S564 
Coding sequence ; 1 . . 5 97 

1 11 21 31 41 51 

I I I I I I 

ATGCCCCTAG GTCrCCTGTG GCTGGGCCTA GCCCTGTTGG GGGCTCTGCA TGCCCAGGCC 60 

CAGGACTCCA CCTCAGACCT GATCCCAGCC CCACCTCTGA GCAAGGTCCC TCTGCAGCAG 120 
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AACTTCCAGG ACAACXIAATT CCAGGGGAAO TGGTATG1X30 TAGGCCTGGC AGGGAATGCA 180 

ATTCrCAGAG AAGACAAAGA CCCOCAAAAG ATOTATGCCA CCATCTATQA OCTCAAAGAA 240 

GACAAGAGCT ACAATCTCAC CTCXXSTCCTG TTTAGGAAAA AGAAGTGTQA CTACPGGATC 300 

AGGACTTTTQ TTCCAOGTTG CCAGCCCGGC GAGTTCACGC TGGGCAACAT TAAGAGTTAC 360 

CCTGGATTAA CGAGTTACCT OGTCCGAGTG GTGAGCACCA ACTACAACCA GCATGCTATG 420 

QTQTTCTTCA ACAAAGTTTC TCAAAACAGG GAGTACTTCA AGATCACCCT CTACGtSGAGA 480 

ACCAAGGAGC TGACTTCGGA ACTAAAGGAG AACTTCATCX: GCTTCTCCAA ATATCTGGGC S40 
CTCCCPGAAA ACCACATOOT CTTCCCTGTC CCAATOGACX: AGTGTATOGA OGGCTGA 

Seq ID NO! 158 Protein sequence 
Protein Accession KP OOSSSS 

1 11 21 31 41 51 

I I I I i I 

MPLGLLHLGL ALLGALHAQA QDSTSDLIPA PPLSKVPLQQ NFQDNQFQGK WYWGLAGNA 60 

ILREDKDPQK MYATIYELKE DKSYNVTSVL PRKKKCDYWI RTPVPGCQPG EFTLGMIKSY 120 

PGLTSYLVRV VSTNYNQHAM VPPKKVSQMR BYFKITLYGR TKELTSELKE NPIRFSKYLQ 180 
LPENHIVPPV PIDQCIDG 

Seq ID NO: 159 DNA sequence 

Nucleic Acid Accession #t NM_006853.1 

Coding sequence: 26.. 874 ~ 

1 11 21 31 41 51 

I I I I I I 

AGGAATCTGC GCTCGGGTTC CXSCAGATGCA GAGGTTGAGG TGGCTGCGGQ ACTGGAAGTC 60 

ATCGGGCAGA GGTCTCACAG CAGCCAAGGA ACCTGGGGCC CGCTOCTCCC CCCTCCAGGC 120 

CATGAGGATT CTGCAGTTAA TCCTGCTTGC Tfi^rGGCAACA GGQCrTOTAG GGGGAGAGAC 180 

CAGGATCATC AAGGGGTTOG AQTOCAAGCC TCACTCCCAG CCXTGGCAOa CAGCCCTGTT 240 

CQAGAAGACG CGGCTACTCT GTGGGQOGAC GCTCATOGCC CCCAGATGGC TCCTQACAGC 300 

AGCCCACTGC CTCAAGCCCC GCTACATAGT TCACXTTCGGG CAGCACAACC TCX3tf3AAGGA 360 

GGAGGGCTGT GAGCAGACCC GGACAGCCAC TGAGTCCTTC CCCCACCCCG GCTTCAACAA 420 

CAGCCTCCCC AACAAAGACC ACCGCAATGA CATCATQCTO GTX3AAQATGQ CATCGCCAGT 480 

CTCCATCACC TGGGCTGTGC GACCCCTCAC CCTCTCCTCA CGCTGTGTCA CTGCTGGCAC 540 

CAGCTGCCTC ATTTCCGGCT GGGGCAGCAC GTCCAGCCCC CAGTTACGCC TGCCTCACAC 600 

CTTQCGATGC GCCAACATCA CCATCATTGA GCACCAGAAG TGTGAGAACG CCTACCXCGQ 660 

CAACATCACA GACACCATGG TGTGTGCCAG CGTGCAGGAA GGGGGCAAGG ACTOCTGCCA 720 

GGGTGACTCC GGGGGCCCTC TGGTCTGTAA CCAGTCTCTT CAAGGCATTA TCTCCTGGQG 780 

CCAQGATCCO TGTGCGATCA CCCGAAAGCC TGGTOTCTAC ACGAAAGTCT GCAAATATGT 840 

GGACTOGATC CAOGAQACGA TGAAGAACAA TTAGACTGGA CCCACCCACC ACAGCCCATC 900 

ACCCTCCATT TCCACTTGGT GTTTGGTTCC TGTTCACTCT GTTAATAAGA AACCCTAAGC 960 

CAAGACCCTC TACGAACATT CTTTGGGCCT CCTGGACTAC AGGAGATGCT GTCACTTAAT 1020 

AATCAACCTG GGGTTC6AAA TCAGTGAGAC CTGQATTCAA ATTCTGCCTT GAAATATTGT 1080 

GACTCTGGGA ATGACAACAC CTGQTTTGTT CTCTGTTGTA TCCCCAGCCC CAAAQACAGC 1140 
TCCTGGCCAT ATATCAAGGT TTCAATAAAT ATTTGCTAAA TGAGTG 

Seq ID NO: 160 Protein sequence 
Protein Accession |fi NP_006844.1 

1 11 21 31 41 51 

I I I I I I 

MRILQLILLA LATGLVGGBT RIIKGFBCKP HSQPMQAALP EKTRLLCGAT LIAPRWLLTA 60 

AHCLKPRYIV HLGQHNLQKE EGCECJTRTAT ESPPHPGFNN SLPNKDHRND IMLVKMASPV 120 

SITWAVRPLT LSSRCVTAQT SCLISGWGST SSPQLRLPHT LRCANITIIE HQKCENAYPQ 180 

NITDTMVCAS VQEGGKDSCQ GDSGGPLVCN QSLQQIISWG QDPCAITRKP GVYTKVCKYV 240 
DWIQETMKNN 

It is understood that the examples described above in no way serve to limit the true 
scope of this invention, but rather are presented for illustrative purposes. All publications, 
sejquences of accession nimibers, and patent appHcations cited in this specification are herein, 
incorporated by reference as if each individual publication or patent application were 
specifically and individually indicated to be incorporated by reference. 
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WHAT IS CLAIMED IS: 



1 1 . A method of detecting an ovarian cancer-associated transcript in a cell 

2 from a patient, the method comprising contacting a biological sample from the patient with a 

3 polynucleotide that selectively hybridizes to a sequence at least 80% identical to a sequence 

4 as shown in Tables 1-26. 

1 2. The method of claim 1 , wherein the biological sample comprises 

2 isolated nucleic acids. 

1 3. The method of claim 2, wherein the nucleic acids are mRNA. 

-J 

1 4. The method of claim 2, further comprising the step of amplifying 

2 nucleic acids before the step of contacting the biological sample with the polynucleotide. 

1 5. The method of claim 1, wherein the polynucleotide comprises a 

2 sequence as shown in Tables 1-26. 

1 6. The method of claim 1 , wherein the polynucleotide is immobilized on 

2 a solid surface. 

1 7. The method of claim 1 , wherein the patient is undergoing a therapeutic 

2 regimen to treat ovarian cancer. 

1 8. The method of claim 1 , wherein the patient is suspected of having 

2 ovarian cancer. 

1 9. An isolated nucleic acid molecule consisting of a polynucleotide 

2 sequence as shown in Tables 1-26. 

1 10. The nucleic acid molecule of claim 9, which is labeled. 

1 11 . An expression vector comprising the nucleic acid of claim 9. 

1 1 2. A host cell comprising the expression vector of claim 1 1 . 

1 1 3 . An isolated polypeptide which is encoded by a nucleic acid molecule 

2 having polynucleotide sequence as shown in Tables 1-26. 
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1 14. An antibody that specifically binds a polypeptide of claim 13. 

1 ' 15. . The antibody of claim 14, further conjugated to an effector component. 

1 1 6. The antibody of claim 15, wherein the effector component is a 

2 fluorescent label. 

1 17. The antibody of claim 15, wherein the effector component is a 

2 radioisotope or a cytotoxic chemical. 

1 18. The antibody of claim 15, which is an antibody fi-agment. 

1 19. The antibody of claim 15, which is a humanized antibody 

1 20. A method of detecting an ovarian cancer cell in a biological sample 

2 from a patient, the method comprising contacting the biological sample with an antibody of 

3 claim 14. 

1 21 . The method of claim 20, wherein the antibody is further conjugated to 

2 an effector component. 

1 22. The method of claim 21, wherein the effector component is a 

2 fluorescent label. 

1 23 . A method for identifying a compoimd that modulates an ovarian 

2 cancer-associated polypeptide, the method comprising the steps of: 

3 (i) contacting the compound with an ovarian cancer-associated polypeptide, 

4 the polypeptide encoded by a polynucleotide that selectively hybridizes to a sequence at least 

5 80% identical to a sequence as shown in Tables 1-26; and 

6 (ii) determining the functional effect of the compound upon the polypeptide. 

1 24. A drug screening assay comprising the steps of 

2 (i) administering a test compound to a mammal having ovarian cancer or a cell 

3 isolated therefirom; 

4 (ii) comparing the level of gene expression of a polynucleotide that selectively 

5 hybridizes to a sequence at least 80% identical to a sequence as shown in Tables 1-26 in a 
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treated cell or mammal with the level of gene expression of the polynucleotide in a control 
cell or mammal, wherein a test compound that modulates the level of expression of the 
polynucleotide is a candidate for the treatment of ovarian cancer. 
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